1.62995.SPD.EU575639
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575627
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575647
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575630
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575641
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575633
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575632
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575643
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCCCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575634
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAAACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575636
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575631
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAATAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575638
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575635
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575622
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575642
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAGGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575646
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575626
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTATATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575625
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575629
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTATAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575640
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575621
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAAGTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575624
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGGG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575623
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575628
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575645
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

1.62995.SPD.EU575644
ATGAGAGCGAAGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ACCTTGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGTA---------GAACAATTATGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAATCATATAGTACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCTAGCCCACAAGAAGTAGTATTG---CAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGCTCTGATTTTAATGCTACTCAGGCCACTACTACTCAGGCC---------------------------------------------------------------------------------TATAATAGTAGCTGGAAGGTG------GAAGGAATGAAAAACTGCTCTTTCAATACCACC---TCAGGAATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTCTTTATAAACTTGATATAGTAGAAATAAATGATGAT------------------------------AATAATACT---GGGGATAATACTAGCTATAGGTTCTATAGGTTGCTAAGTTGTAACACCTCGGTCATGACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAACAGGACCGTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAGACCATAATAGTACAGTTGAATACAGCTGTAGAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAAGTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAGGTAATAGGAGATATAAGACAAGCACATTGCAACATT------AGTCAAGCAAAATGGAATAACACTCTAAGACAGGTGGCTATTAAATTAAGA---GAACAATTTCCG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGAAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGCAATACAACAATACTGTTTAATAGTACTTGG---------------AATGAAACTAACCTGTTT------------------------AATGCCACTGAAGGA---------------AATAACACAGAA------------------------GTTATTACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAAATTAACTGTTCATCAAACATTACAGGGCTGCTATTAACAAGAGATGGCGGTATTGGGAAC---------AATATCACC---------------------AATACCTCC---GAGATCTTCAGACCTATAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAACCA---ATAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATAGAC------AATTATACAAACTTAATATATAACTTACTTGAAGACTCGCAAAACCAACAAGACAAGAATGAAAAAGAATTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTACGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCAC---TCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAAAGAGACAGAGACAGATCCGGTCCATTTGTGAACGGATTCTTGACGCTCATCTGGGTCGACCTGAGGAGCCTGTGCCTCTTCTGTTACCACCGCTTGAGAGACTTACTCTTGATTCTAGCGAGGATTGTAGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATATCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGCGCTGTCAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------GGTTTTAGA---------------------AGAATAAGACAGGGCTTGGAAAGGGCTGTGCTATAA

2.1054.SPD.EU575279
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575258
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575244
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575272
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGATTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575245
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTGTTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575257
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGGAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTTATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575251
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575281
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAA-AATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAACGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGGGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575253
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAAAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---AAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575256
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575255
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCT--------CGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575254
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575263
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575246
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575265
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575249
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAGGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575274
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575278
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575260
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575270
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575248
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTGGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATTGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575271
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575275
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575247
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575250
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575262
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATGAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575259
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAG-------------AACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575282
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTACTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAAA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575268
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGGAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575277
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575267
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575264
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575261
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575280
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575269
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1054.SPD.EU575276
ATG---------GAGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGTTATTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAATCCTATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCTAACCCACAAGAAGTGGTAATG---GGAAATGTGACAGAAAGTTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAGATTAACCCCACTTTGTGTTACTTTAAATTGCAGTAATTATGCTGGAACTAATACCACTGCTATTAATACT---------------------------------------------------------------------------AATACCACTGTCTGGGGGGAAAAGATGGACCCAGGAGAAATAAAAAACTGCTCTTTCAATATCGCC---ACACCCATAAAAGAT------AAGAGGCATCAAGAATATGCATTGTTTTATAAAAGTGATGTAGTACCAATAGATGAGGAT------------------------------AATGATACT---------------------ACCAGTTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGCCCAAAGGTATCCTTTGAACCAATTCCAATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAGTGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAGGAG---GAGGTAGTAATTAGATCTGCAAATTTCACGGACAATGCTAAAACTATAATGATACAGCTGAAAGACCCTGTAGAAATTAGTTGTACAAGACCCAATAACAATACAATAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGACAAGTAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGAGCAAAATGGAATCACACTTTAAGTCAGGTAGTTGAAAAATTAAGA---TTACAATTTCAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTCAATTGTGGAGGGGAGTTTTTCTATTGCAACTCAACACCACTGTTTAATAGTACTTGG---------------AATGATACAAAAGGGTCA------------------------AATAACACAGTAGGA---------------AATGACACA------------------------------ATCATACTTCAATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAAAGGAAACATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGTGGACAAT------AACGATACC---------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCGTCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTCTGGATAATATTTGGAAT---GAAATGACCTGGATGGAGTGGGAGAGAGAAATTGAC------AATTACACAGACATAATATACTCCTTAATTGAAGAATCACAGAACCAACAAGACAAGAATGAAAAAGAATTGTTGGAATTGGATAAATGGGACAGTTTGTGGAATTGGTTTAGCATAACAAAGTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCACGACATTAGTGCAAGGATTCTTAGCACTTATCTGGGTCGACCTGAGGAGCCTGTGCATTTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCCGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACACCACAGCCGTAGCAGTAGCTGAGGGGACAGATAGGGTCATAGAAGCATTACAAAGA------------------GTTGGTAGAGGTATCCTTCATATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575284
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575285
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575288
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575322
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATTCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575296
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575300
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575326
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575295
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575308
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575314
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575327
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATTTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575304
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575323
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575291
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTAACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575298
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAGCAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575317
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTCTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575299
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575312
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAA---------------------------AATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575290
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575320
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575309
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGAGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575318
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575287
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGAAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575321
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575292
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575303
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575293
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575286
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575316
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575297
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGG--CAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575328
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCTGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAGTAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575325
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATGGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575319
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575307
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575306
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGATGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575310
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575324
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575294
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575289
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGCTTCTTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575305
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575283
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575315
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTATATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAGGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575311
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAAATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575301
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575313
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGTGGT---------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.1056.SPD.EU575302
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGG------------------------ATCATGCTCCTTTGGTTATTAATGAGC------------TGTAGTGCTGAA---------GAAGAAGCGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAGTCACCACTCTATTTTGTGCATCAGACGCAAAAGCATATGATACAGAGGTACATAAT---GTTTGGACCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTACACATG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGCAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTGCTGATTGGAAGAATAATACTGATACCAATACC---------------------------------------------------------------------------------------AATAGTAGTGTGAGAATAATGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAAACATAAGAGAT------AAGTATCAGAAAGCATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGAT------------------------------AATGCAACA------GGTAATAATGATACTAGAAACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAGGTGT---AATAATAAGACATTCAGTGGAAAAGGACAATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACATCTAAACAGCTCTGTAGACATTAATTGTACAAGACCAGGCAACAATACAAGAAAAAGTATAACTATAGGA------------CCAGGGAGG---GCATTTTATGCAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAAAAATGGAATAACACTTTAAAACAGGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACACTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAGCACAACTGTTTAATAGTACTTGGGAAGCT---------AATAGTACTTGGGAAAATGAT---------------------AATGAAAGGGTAGGTCAC------------AGTAACAAGACT---------------------------ATCATACTACAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGTGGACAGATTAGATGTTCATCAAATATTACGGGGCTGCTATTAACAAGAGATGGTGGTAACGGT------------AACGAGACC---------------------AACCGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAAGATAACTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATGGGA---GCTTTG---TTCATT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACAGTGCCTTGGAATTATAGTTGGAGTCCT------------------------AATAAAACTATGGATGACATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTATACAGGCATAATATACAGATTAATTGAAATATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAGTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTAGTAGGTTTAAGAATAGTCTTTACTGTGCTTTTTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCAGGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCGATCAGCGGATGGATTCTTAGCAATTATCTGGGTCGATCTGAGGAGCCTGTGCCTGTTCATCTACCACAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTGAATGCCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGACATAGTACAAAGA------------------ATTTGCAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.12008.SPD.EU575462
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTA---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAAAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAAATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGAAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGAAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGAAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAAAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575441
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAAA--AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGAA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575460
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCTAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575446
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCGCAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575456
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575439
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575440
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575450
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575454
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGC-AGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575447
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575458
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575465
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575451
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575464
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575455
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575459
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAA----------AACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575444
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575449
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575467
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575461
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575453
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575443
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575468
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575438
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTG-----TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575463
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575448
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGCTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575466
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAGTAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGTCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGAGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575452
ATGAGAGTGATGGAGATCAGGAGGAACTATCAGCTCTTG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAATACTTCA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGGACATGAGACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---AGAAATGTGACAGAAGAGTTTAACATATGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCATTGAGAATCGGAGTGCTACTGGAACCAATGTGACGAGT---------GCTCCTACTAGTACCCCTGTGACAACTGAGACTACAACCCGTAATAATAGTGAGGGGAGATTAATGGAGATAAAAGAAATGAAAAACTGCTCTTTCAAGGTCACC---TCAAACGTAAGAGAT------AAGGTGCAGGAAGAATATGCACTTTTTTATAAATTTGATATAATACCAATAGGCAATGAT------------------------------AATAATACT------------------AATACCAGTTATAGGTTGATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACTGTGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACACAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAACATCACGAACAATGCTAAAACCATAATAGTACATCTGAACGAACCTATAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTCAAAAAGATTGGAATACCACCTTAGAACGGGTAGTTGAAACATTAAGA---AGAACATTTGGG------------AATAAAACA---ATAATATTTGATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCATCACTGTTTAATAGTACTTGGGGCAGT---------AATGGTACTTGGAAGGGTACA---------------------AATGGCACTAGAGACGAA---------------------------------------------------ATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGCTCATCAAATATTACTGGGCTGCTATTAACAAGAGATGGTGGTACTGGCAAG---------AACACTGCCCAG------------------------AAC---GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAGCAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGAGTTGCTCTGGAAAACGCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAGGAGTTATTGGAATTAGATAAATGGGCAAATTTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAGGGGA------CACGACAGGCCCGAAGGAATCGAAGAAAAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTGACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTTCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTAGTACAAAGA------------------GCTTGTAGAGCTATTCGCAACATACCTGTAAGAATCAGACAGGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575445
ATGAGAGTGATGGAGATCAGGAGGAATTATCAGCATTGG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTACTTCA---------GAAAAATTGTGGGTTACAGTATATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAAATGCTAAAGGGTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GGAAATGTGACAGAAGAATTTAACATGTGGAAAAATAACATGGCGGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCACTGATAATAGGAATATTACTACG---------ACTGCT---------GCTCCTACT---ACCACTGCGCCT---------ACAACC---ACTAGTAGCGAGGGAAAATTAATAGAGGAAAAAGAAATGAAAAACTGCTCTTTCAATGTCACC---TCACCCATGAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCCATAGGTAATGAT------------------------------GATAATACT------------------AATACCAGCTATAGGTTAATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGCTTTGCGATTCTAAAGTGT---AATGATGAGGAGTTCAATGGAACAGGACTATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTGTCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAAACCATAATAGTACATCTGAATGAAACTGTAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGGAAA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTACAAAAGATTGGAATACCACCTTAGGAAGGGTAGTTACAAAATTAAGA---GAAAAATTTGGG------------AATAAAACA---ATACACTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCATAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACACCACTGTTTAGTAGTACTTGGTATCCT---------AATGGTACTCAGACA---------------------------AATAGCACTGGAGAAAAA---------------------------------------------------ATCATAATCCAATGCAGAATAAAACAAATTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGGCAAT---------GACACTGACAAC---------------------CATACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAAGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAGTTATTGGAATTAGATAAATGGGCAAATCTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTAACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCAACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGGCTTACAAAGA------------------ATTTTTAGAGCTATTCTCAACATACCTGTAAGAATAAGACAAGGCTTGGAAAGGCTTTTGCTATAA

2.12008.SPD.EU575457
ATGAGAGTGATGGAGATCAGGAGGAATTATCAGCATTGG---------TGGAAAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTACTTCA---------GAAAAATTGTGGGTTACAGTATATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAAATGCTAAAGGGTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GGAAATGTGACAGAAGAATTTAACATGTGGAAAAATAACATGGCGGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATGATTGGAATACTACTAAAATCACTGATAATAGGAATATTACTACG---------ACTGCT---------GCTCCTACT---ACCACTGCGCCT---------ACAACC---ACTAGTAGCGAGGGAAAATTAATAGAGGAAAAAGAAATGAAAAACTGCTCTTTCAATGTCACC---TCACCCATGAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCCATAGGTAATGAT------------------------------GATAATACT------------------AATACCAGCTATAGGTTAATAAATTGCAACACCTCAGTCATTACACAAGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGCTTTGCGATTCTAAAGTGT---AATGATGAGGAGTTCAATGGAACAGGACTATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTGTCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAAAA---GAGATAGTAATTAGATCTGAAAATATCACGGACAATGCTAAAACCATAATAGTACATCTGAATGAAACTGTAAAAATTAATTGTACAAGACCCAGCAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGGAAA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTACAAAAGATTGGAATACCACCTTAGGAAGGGTAGTTACAAAATTAAGA---GAAAAATTTGGG------------AATAAAACA---ATACACTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCATAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACACCACTGTTTAGTAGTACTTGGTATCCT---------AATGGTACTCAGACA---------------------------AATAGCACTGGAGAAAAA---------------------------------------------------ATCATAATCCAATGCAGAATAAAACAAATTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGAAATATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATTGGCAAT---------GACACTGACAAC---------------------CATACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AATGAGTTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGTCA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAAGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCATAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAGTTATTGGAATTAGATAAATGGGCAAATCTGTGGAATTGGTTTTCCATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTGTTAACAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCAACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGGCTTACAAAGA------------------ATTTTTAGAGCTATTCTCAACATACCTGTAAGAATAAGACAAGGCTTGGAAAGGCTTTTGCTATAA

2.62130.SPD.EU575495
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTAGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAAA--AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62130.SPD.EU575498
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTAGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGAAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGCTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62130.SPD.EU575494
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTAGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62130.SPD.EU575491
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTGGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGAATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62130.SPD.EU575497
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTAGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGAT--GAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAATAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62130.SPD.EU575488
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTAGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62130.SPD.EU575489
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTAGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62130.SPD.EU575490
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTAGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62130.SPD.EU575492
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTAGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62130.SPD.EU575493
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTAGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62130.SPD.EU575496
ATGAGAGTGAGGGGGATCAGGAAGAGTTATCAGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAAAGCTGCA---------GAAGACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAGGTAGTATTG---GAAAATGTGACAGAAAAGTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCATTAATTTGAATGCCACTAACACCACTAGTAGTGGGAAT---------------------------------------------------------------------------GTAACTAGTAGTGGAGGGGAAACAATGGGGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGAAGAAAGAATATGCAATTTTTTATACCCTTGATTTAGTACCAATAGATAAGAAT---------------------------------------------------------------AGATATAGGTTGATAAGTTGTAACACCTCAGTCATTACCCAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGATCATGTGCAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTATCAGAAGAA---GAGATAATAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAGTAATAGGAGATATAAAACAAGCACATTGTACCATT------AATGGAACAAAATGGAACAACACTTTAGACCAGATAGTTAAAAAATTAAGA---GGGCAATTTGGA------------GATAAAACA---ATAATCTTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACAAACCTGTTTAATAGTACTTGGGGGGTT---------AATGGTACTTGGAATGGTACG---------------------AATGGTACTGAGAGA---------------AATAACACT------------------------------ATCATACTCCCATGCAGAATCAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGCGGACCAATTAGATGTTTATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTGGT------------AATAACAGCACG------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTAAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGTACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGATCTCTAAATGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAGCATAACAAACTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGACGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCCATTAGTGGATGGATTCTTAGCACTCATCTGGGTCGACCTACGGAGCCTGTGCATCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTCCTACAATATTGG---------------------------------------------------AGGCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATCTTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575503
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575512
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575509
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575504
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAAGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTAG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575501
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575508
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575507
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575506
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575510
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575500
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCAAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575499
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTGATTGTACAAGACCCAACAACAATACAAGAA-AAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575502
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCATAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575511
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62357.SPD.EU575505
ATGAGAGTGAGGGAGATCAGGAGGAATTATCAGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATA------------TGTAGTGCTACA---------GAAAAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTGTTTTGTGCGTCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGATTTG---GAAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGCCACTAGTACTAATTTCACTGCC------------------------------------------------------------------------------------------------------------AAAAACGAGGGAGGAATAAAAAACTGCTCTTTCAATATCACC---ACAGAAAGAAGAGGT------AGGAAGAAGACAGAATATGCAACTTTTTATGAAACTGATCTAGTACTAATAAATGATGAT------------------------------AATACTACC------------------------AGCTATAGGTTGATAAGTTGTAATACCTCAGTCATTAAACAGGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAAGATAAAAAGTTCAATGGAACAGGAGCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAGTTAGATCTGAAAAGTTCGCAAACAATGCTAAAATCATAATAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGCATACATATAGGA------------CCAGGGCAA---GCATTTTATACAACAGGAGCAATAATAGGAGATATAAGACAAGCATATTGTAACATC------AGTAGAGCAAAATGGAATGACACTTTAAAACAGATAGCTATAAAATTAAGA---GAAAAATTTGGA---------AATAATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAGTTGTAATGCATATTTCTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAATACTTGGAATAGT---------AATGATACTTGG------------------------------ACTAATACTGAAGAGTCA------------AATGAAACTGAA---------------------------ATCAGGCTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAGGCAATGTATGCCCCTCCCATCCAAGGACAAATAAGATGTTCATCAAATATTACAGGGCTGCTACTAACAAGAGATGGGGGT------------------AACAACACG---------------------AACAATACC---GAGGTCTTCAGACCTGGAGGAGGAGATATGAGAGATAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACTAAGGCTAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACTAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACCAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGCTCCGAGGGAA------CCCGACAGGCCAGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATCAGTGAACGGATTATTAGCACTTATCTGGGACGACTTGAGGAACCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAGATTCTGGGACGCAGG---------------GGTTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTACTTAATGTCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACAAAGA------------------ACTTATAGGGCTATTCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575513
ATGAGAGTGAAGGGATTCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575519
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAA-AGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575524
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575516
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTATAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575517
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTCAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575528
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTTTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575523
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575514
ATGAGAGTGAAGGGATTCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575526
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575520
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575522
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575521
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575527
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575518
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTCTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGGTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575529
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575515
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGAGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6240.SPD.EU575525
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGGACATTGATGATC------------TGTAGTGCTACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATTCCCCAGAGAAACATAAT---ATTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GGAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCTGAAAAATAGTGCCACTGATACCAATGGTACCAGTGGT---------------------------------------------------------------------ACCAATAATAGGACTGTTGAACAAGGTATGGAGACAGAAATAAAAAACTGCTCTTTCAATATCACC---ACAGGAATAGGAAAT------AAGATGCAAAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATAGTAATAATAATAGTGAT------------------AATACT---------------------------AGCTATAGGCTGATAAGTTGTAACACCTCAGTCGTTACACAGGCTTGTCCAAAGACATCCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACAACTAAATGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CTAGGAAGA---GCATTATATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTAGCAAAAGTTGGAATAAAACTTTACAACAGGTAGTTAGAAAATTAAGA---GAGCAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTAAAGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACACAGCTGTTTAATAGTACTTGGTCGTCT---------AATGATACTTGG------------------------------AATAGTACTGGA---------------GTGCAAGATAAC---------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACTAATTAGCTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTACT---------------AACAATACC---------------------AATGCCACC---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCCGGAAGCACTATGGGCGCAGCGTCCGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATTCTGGCTGTAGAAAGATACCTAAAGGATCAACAGATCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGACTGCTATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACTCCTTAATTGAAGAATCGCAAATCCAACAAGAACAGAATGAAAAAGAATTATTGGAATTGGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTAGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGCGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCAATCTCTTAGTGGATGGATTCTTAGCAATTTTCTGGGTCGACCTGCGGAACCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGCCCTGAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------GGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGTTTAATGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGCTATAGAAATATTACAAGGA------------------ATTTTTAGAGGTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.6244.SPD.EU575533
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACTTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATACCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTTAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6244.SPD.EU575537
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACTTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATACCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTTAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6244.SPD.EU575540
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACTTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATACCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTTAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6244.SPD.EU575538
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACTTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATACCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTTAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6244.SPD.EU575530
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACTTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATACCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTCAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6244.SPD.EU575539
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACTTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATACCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTTAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6244.SPD.EU575535
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACTTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATACCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTTAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6244.SPD.EU575531
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACTTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATACCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTTAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6244.SPD.EU575532
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACTTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGGATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATACCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTTAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6244.SPD.EU575534
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACTTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACACATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATATCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTTAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6244.SPD.EU575536
ATGACAGTGAAGGGGATCAGGAAGAATTATCAGCACTTA---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGAA---------GAAGATACGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTGAAACTAACTCCACTCTGTGTTACCTTAAATTGTACTGATTATTGGAATACTAATAACACCAATACTACTGCCAGTACTACTACT---------------------------------------------------ACCAGTACTCCTACCTCCAGTAATATAGGAGGAATGATGAAAAAAGGGGAAATACAACAATGCTCTTTCAATATTACC---ACAACCATAAAAGAT------AAAGTGCAGAAAGAATATGCTCTTTTTTATAGAACAGATGTAGTACCAATAAATGATGATGTTAAAAATAATAATAATGATAGTGTTAAGAATAGTACC---------------AAATATACCAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAAATAACCTTCGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCGAGGGAAAAGGACCATGCACGAATGTCAGCACAGTACAGTGTACATATGGAATTAGACCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAGGAA---GAAATAGTAATTAGATCTGACAATTTCTCGAACAATGCTAAAATCATAATAGTACAGTTGAATGAATCTGTAGTGATTGATTGTACAAGACCCAGCAACAATACAAGGAAAAGTATACATATGGGA------------CCAGGGGGA---GCATTTTATGCAACAGGGAGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGACACTTTAAATCAGATAGCTATAAAATTAAGA---AAACAATTT---------------AATAAAACAACAATAATATTTAAGCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACATCACAACTGTTTAATAGTACTTGG---------------AATGGTACTGAAGGGTTT------------------------AATAGTACTGGGAGTGAA------------------------------------------------AATATCACACTCCCATGCAGAATAAGACAAGTTGTAAACCTGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGAGTAATTAAATGTTCATCAAACATTACAGGGGTACTATTAACAAGAGATGGTGGTTATGATGAT---------AATAATATCGCA------------------AACACCAAC---GAGACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTCTTGTTGTCTGGTATAGTGCAGCAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACCGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGAGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGCTGGAGT---------------------------AATAGATCTATAGATCAAATTTGGGAT---AACATGACCTGGATGCAATGGGAAAACGAAATTAGC------AACTACACTGACTTAATATATTCCTTAATTGAAAAATCGCAAAACCAACAGGAACAGAATGAACAAGACTTATTGAAATTGGATGAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTAGTTAATATAGTGTATAGAGCTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAACGGTGGAGACAGAGACAGAGACAGATCCGGTCACTTAGTGGATGGATTATTAACTCTTATCTGGGTCGACCTACGGAGCCTGTGCATTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AACCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGTTTGCTCAACGCCACAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGA------------------TTCTGTAGAGGTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.6247.SPD.EU575560
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575555
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575550
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACCTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575557
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAATAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575567
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575566
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575549
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575554
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575572
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575564
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575556
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575541
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATATTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575542
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575571
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575558
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575547
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575559
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575569
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575565
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575545
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575543
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575548
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575570
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575551
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTT-------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575562
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575552
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575561
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575544
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTACAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTGGG---------------------------------------------------------------------GAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575568
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575563
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.6247.SPD.EU575546
ATGAGAGTGAAGGGGATCATGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAAACACCACCCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTA---GAAAATGTGACAGAATATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGTTGTAAGGAAGCAGGGAATGCTACTAATACCACAAGTAGTACT---------------------------------------------------------------------------------AATATCACTAATGATAGTTTG------GGAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAAGCCTAAAAGAG------AAGGTGCAG---AATTATGCAATTTTTTCTAGCCTTGATATAGTATCAATGGATAAGGAC------------------------------AACAGCAGC---------------------------TATAGGTTAATAAAGTGTAACACCTCAGTAATTACACAAGCCTGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTACCCCTGCTGGTTTTGCACTCCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTTAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTCGCAGAAGAA---GGGGTGGTAATTAAATCTGAAAACTTCTCAAACAATGCTAAAAACATATTAGTAAAGCTGAATGAAACTGTAGAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAGGTATACATCTAGGA------------CCAGGGAAA---GTACTTTATGCAACA---GACATAATAGGAGATATAAGGCGAGCATATTGTACCCTT------AATGGAACAGAATGGAATAACACTTTAAATAGGATAGTTCTGAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTTTTTGATCAACCC------TTAAAAGGAGGGGACCTAGAGATTATAATGCATACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGAG------------AATTCAACACAACTGTTT------------------------AATAGTACTGGGGAG---------------AATGATACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGCAGTGGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACCAATTACATGTAAATCAAATATCACAGGGCTGATACTAACAAGAGATGGTGGG------------------AACAGCAGCAGC------------------AACAAC------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAGTGATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATAGAAGAATCGCAAAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGACAAGTTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAAGGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CTCGACAGGCCAGAAGGAATAGAAGAAGAAGGTGGAGAGAACGACAGAGACAGATCCAGTCGATTAGTGCATGGATTATTAGCACTCATCTGGGACGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGGATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAAATAAGGAATAGTGCTGTTAACTTGCTCAATACTACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAGCACAAAGA------------------ATTTATAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575654
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACCTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTAGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA
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2.63054.SPD.EU575651
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575660
ATGAAAGTGGAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGCTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575664
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTAGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575652
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575653
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGACAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTATGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575649
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575666
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575662
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575667
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575648
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTAGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575650
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------AAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575655
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.63054.SPD.EU575659
ATGAAAGTGAAGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAATTAATGTTG---GGAAATGTGTCAGAGGAGTTTGACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATATGGAAAATAAAAATATTACCAATAAT---------------------------------------------------------------------------------------------AGCAGCGAGAAAATGGATAAAGGAGAAATAAAAAACTGTTCTTTCAATATCACC---ACAAATTTACAAGAG------AAGATGCAGAAAACATATGCACTCTTTTATAAACTTGATGTAGCACCAATAGATGATAGTACTACTAATAACAGTAATACT---------AATACCAGC------------------------ATCTATAGGTTGAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGACATCCTTTGATCCAATTCCCATACATTATTGTACCCCGGCTGGTTTTGCGCTCCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGATCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGAAATCAGATCTGAAAATTTCACGAACAATGTTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGTAATTAATTGTACAAGGCCCAACAATAATACAAGAAAAAGTGTACGTATAGGA------------CCAGGGCAA---GCATTTTATGCAACAGGA---ATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGAAGAGATTGGAACAACACTTTAAAACAGATAGCTGAAAAATTAAGA---GAACAATTCACT------------AATAAGACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTATTTGTGGAGGGGAATTTTTCTACTGTAATACAACAAGACTGTTTAATAGTACGTGG---------------AATGCCACTGGGGAGGAG------------------------AATGGTACTAAAGAGACAAGTGAC------AATACCACA---------------------------CTTATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCAGTGGACAAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------AATGGTTCT---------------------AACAACACC---GAGATCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAGATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGGGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTTTG---TTTCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ATGCTGACGGTACAGGCCAGACACTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACACATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGATTACATTTGGAAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAT------AATTACACAGGCATAATATACAACTTAATTGAAGAATCGCAGATCCAACAAGAAAAGAATGAAAAAGAATTATTGGAATTGGATCAATGGGCAAGTTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTGGTAGGTTTAAAAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGGCAGAGACAGATCCGGACAATTAGTGAACGGATTCTTACCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTTCTACAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTTGATGCCATAGCCATAGCAATAGCTGAGGGGACAGATAGGATTATAGAAGTAGCCCAAAGA------------------GTTTTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA
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2.63068.SPD.EU575681
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGCACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATAGCACTGATTTGAATACTACT---------------------------------------------------------------------------------------------CTTAATGTCAATAGGGGAGAAATGGCAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGGAAATGAAGAT---------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAACCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCTTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGG------GGAGTTGATAAA---AACGATACT---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTACTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGCAGGTTTAAGAATAGTTTTTTCTGTAATTGTTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGGTATAGAAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575678
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGCACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATAGCACTGATTTGAATACTACT---------------------------------------------------------------------------------------------CTTAATGTCAATAGGGGAGAAATGGCAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGGAAATGAAGAT---------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAACCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCTTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGG------GGAGTTGATAAA---AACGATACT---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTACTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGCAGGTTTAAGAATAGTTTTTTCTGTAATTGTTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGGTATAGAAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575669
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGCACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATAGCACTGATTTGAATACTACT---------------------------------------------------------------------------------------------CTTAATGTCAATAGGGGAGAAATGGCAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGGAAATGAAGAT---------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAACCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCTTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGG------GGAGTTGATAAA---AACGATACT---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTACTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGCAGGTTTAAGAATAGTTTTTTCTGTAATTGTTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGGTATAGAAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575672
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGCACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATAGCACTGATTTGAATACTACT---------------------------------------------------------------------------------------------CTTAATGTCAATAGGGGAGAAATGGCAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGGAAATGAAGAT---------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAACCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCTTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGG------GGAGTTGATAAA---AACGATACT---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTACTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGCAGGTTTAAGAATAGTTTTTTCTGTAATTGTTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGGTATAGAAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575676
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGCACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATAGCACTGATTTGAATACTACT---------------------------------------------------------------------------------------------CTTAATGTCAATAGGGGAGAAATGGCAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGGAAATGAAGAT---------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAACCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCTTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGG------GGAGTTGATAAA---AACGATACT---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTACTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGCAGGTTTAAGAATAGTTTTTTCTGTAATTGTTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGGTATAGAAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575686
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGCACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATAGCACTGATTTGAATACTACT---------------------------------------------------------------------------------------------CTTAATGTCAATAGGGGAGAAATGGCAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGGAAATGAAGAT---------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAACCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCTTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGG------GGAGTTGATAAA---AACGATACT---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTACTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGCAGGTTTAAGAATAGTTTTTTCTGTAATTGTTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGGTATAGAAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575684
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGCACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATAGCACTGATTTGAATACTACT---------------------------------------------------------------------------------------------CTTAATGTCAATAGGGGAGAAATGGCAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGGAAATGAAGAT---------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAACCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAGCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCTTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGG------GGAGTTGATAAA---AACGATACT---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTACTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGCAGGTTTAAGAATAGTTTTTTCTGTAATTGTTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGGTATAGAAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575680
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGCACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATAGCACTGATTTGAATACTACT---------------------------------------------------------------------------------------------CTTAATGTCAATAGGGGAGAAATGGCAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACGAATAGGAAATGAAGAT---------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAACCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCTTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGG------GGAGTTGATAAA---AACGATACT---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAAA--AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTACTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGCAGGTTTAAGAATAGTTTTTTCTGTAATTGTTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGGTATAGAAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575685
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGCACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATAGCACTGATTTGAATACTACT---------------------------------------------------------------------------------------------CTTAATGTCAATAGGGGAGAAATGGCAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGGAAATGAAGAT---------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAACCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCTTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGG------GGAGTTGATAAA---AACGATACT---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTACTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGGC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTCTTTCTGTAATTGCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGGAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575671
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGAACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATACTCTTAATGTCAATAGTAGT---------------------------------------------------------------------------------------------ACCAAGGGAATAGGGGGAGAAATGACAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGAAAATGAAGAT---------------------------AAT---AGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGGGGTGAGGGAGTTGAGAAA---AACGATACC---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAATCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTACTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTCTTTCTGTAATTGCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGGAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575682
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGAACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATACTCTTAATGTCAATAGTAGT---------------------------------------------------------------------------------------------ACCAAGGGAATAGGGGGAGAAATGACAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGAAAATGAAGAT---------------------------AAT---AGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGGGGTGAGGGAGTTGAGAAA---AACGATACC---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAATCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTACTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTCTTTCTGTAATTGCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGGAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAA-GGGCTTTGCTTTGA

2.63068.SPD.EU575674
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGAACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATACTCTTAATGTCAATAGTAGT---------------------------------------------------------------------------------------------ACCAAGGGAATAGGGGGAGAAATGACAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGAAAATGAAGAT---------------------------AAT---AGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGGGGTGAGGGAGTTGAGAAA---AACGATACC---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAATCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTACTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTCTTTCTGTAATTGCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGGAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575679
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGAACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATACTCTTAATGTCAATAGTAGT---------------------------------------------------------------------------------------------ACCAAGGGAATAGGGGGAGAAATGACAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGAAAATGAAGAT---------------------------AAT---AGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAGTACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGGGGTGAGGGAGTTGAGAAA---AACGATACC---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAATCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTACTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATCGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTCTTTCTGTAATTGCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGGAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGGGCTTTGCTTTGA

2.63068.SPD.EU575670
ATGAGAGTGAAGGGGACCAGGAAGAATTGTCAGAACTTG---------TGGAAAGGGGGC---ATCTGG------AGATGGGGCATCATGCTCCTTGGAATGTTAATGATC------------TGTAGTGCTACA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTCTGTTTTGTGCATCAGACGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTA---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATCACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAAGAATAATACTCTTAATGTCAATAGTAGT---------------------------------------------------------------------------------------------ACCAAGGGAATAGGGGGAGAAATGACAAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGACAAGAGAATATGCACTTTTTTATAGAGTTGATGTAGTACCAATAGAAAATGAAGAT---------------------------AAT---AGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGACATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAATAAGTTCAATGGAACAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGGA---GAGGTAATGATAAGATCTGAAAATCTCACGAACAATGCTAAAACCATAATAATACAGCTAAAAGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAAAGTGGAATGACACTTTAGCACAGATAGCTATAAAATTAGGA---GAACAATTTAAA------------AATAAAACA---ATAGTATTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTACTGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGGTT------------AATGGTACTAGG------------------------------AATGATACTGAAGAGTCA------------AATAGCACTGAA---------------------------ATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGCTGCTATTAACAAGAGATGGGGGTGAGGGAGTTGAGAAA---AACGATACC---------------------------------GAGATCTTTAGACCTGAAGGAGGAGATATGAAGAACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAATCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGAGCTATTGAGGCGCAACATCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTACTAGGGATTTGGGGCTGCTCTGGAAAACTCATTTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAAAATCTGAGCACGATTTGGGAA---AGCATGACCTGGATGGATTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTCTTTCTGTAATTGCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTCCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCACTCCATTAGTGGATGGATTCTTGACGCTTATCTGGGTCGATCTACGAAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCAGTAGCAGTAGCTGAGGGAACAGATAGGGTTATAGGAGTAGTACAAAGA------------------ATTATTAGAGGTATTATCCACATACCTAGAAGGATAAGACAGGGCTTTGAAAGAGCTTTGCTTTGA

2.9010.SPD.EU575770
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575763
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575760
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575773
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575755
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575767
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575758
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575762
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575768
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575759
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575765
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575761
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGGGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575771
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575756
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAAGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575772
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575769
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGAAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575766
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGAAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575764
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGACAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCCATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9010.SPD.EU575757
ATGAGAGTGAAGGAGACCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAAGGCTGAA---------GAACAATTGTGGGTCACAGTCCATTATGGGGTACCTGTGTGGAGAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCAACAGACCCCGACCCACAAGAATTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCTTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAGTGATTATTTGAAGAATGATACTAATACCACTGATAGTAGC------------------------------------------------------------------------AGGAATATTAGTAACTGGGAAAAAGTGGAGAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAACATAAGAGAT------AAGGTGAAGAGAGAAAATGCAGTATTTTATAACCTTGATTTAGTACAAATAAATAATGATGGGGAT------------------------AATACTAGC---------------------------TATAGGTTGACAAGTTGTAACACCTCAGTTCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACTCATGGAATTAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTCTGGCAGAAGAA---GAGATAGTCATTAGATCTGCCAATCTCACAGATAATGCTAGAACCATAATAGTACATCTGAATGAATCTGTACCAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGAACAATGGAATAACACTTTACAACGGGTAGTTAAAAAATTAAGA---GAAAAATTTGGG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGTCGCTT---------AATAGTACTGGGCTT---------------------------AATAGTACTGGG------------------AATGGTACTGAG---------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGCTCATCAAATATTACAGGACTACTATTAACAAGAGATGGAGGGAGCAATGAC---------ACCCGCCAG---------------------------------GAGACTTTCAGACCTGGAGGAGGAGATATGAGAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGATTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAAACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGTTACTTGGAGT---------------------------AATAGATCTCTGGATGAGATTTGGGAA---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAACACAATATACTACCTACTTACAGAATCGCAGACCCAGCAAGACAAGAATGAACAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCTCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGGAGAAGGTGGAGAGAGAGACAGAGACACATCCGGTCGATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCCGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTTTTGGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.9014.SPD.EU575781
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575774
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575780
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAGT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575784
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCATTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575775
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575783
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575778
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCATTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575787
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575786
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575782
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575777
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTAAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575779
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCGCT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9014.SPD.EU575785
ATGACAGTGATGGAGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATT------------AGTAGTGCTGCA---------GAAGAATCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAACAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGATCAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATATTGAGGCCACTAATATTACTAGTACCAAAAAGACTGATAATGGCACTAAT---------------------------------------------ACCACTAATCCCACTAATAGTAGTTGGGAAAAGATGGAGAAAGGAGAAATAAAAAACTGCTCTTTTAATATTACC---ACAAACATAAGAGAT------AAGTTACAGAAAACATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATAATAAAGATAGGAGCAAC---------------AACTATAGC------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCTCCAGCTGGTTATGCGATTCTAAAGTGT---AAAGATAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACCCAACTGCTGTTAAATGGCAGTCTA---GAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATACTAGCACAGTTGAAAACACCTGTAGACATTACTTGTATGAGACCAAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGAAGA---GCATTCTATGCAACAGGGGACATAATAGGAGACATAAGACAAGCACATTGTAACGTT------AGTAATACAGATTGGTATGACACTTTAAAACAGATAGCTGGAAAATTAGGA---GAACAATTTGAG------------AATAAATCA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAGCTGTTTAATAGTACTTGG---------------AATAATACTAATGGTGAT------------------TGGAATCTTGCTAGTGAAGGATCA------------AATAACACTGCAGTA------AATGGCAGT---------ATCATACTTCCATGCAGAATTAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGTGGTGTT---------------AATGCGACC---------------------AATGCCACT---GAGATCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGCATTGGGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAGCTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAGCTCATCTGCACCACTGCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAAATCTCTGGGTGAAATTTGGGAT---AACATGACCTGGATGCAGTGGGATAAAGAAATTAAC------AATTACACAAGCATAATATATGACTTAATTGAGAAATCGCAGAACCAGCAGGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAATTTGTGGAATTGGTTTAGCATATCAAATTGGCTGTGGTATATAAGGATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTGTTTACTGTAATTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCAATCAATTAGTGGATGGATTCTTAGCAATCGTCTGGGTCGATCTTCGGAACCTGTGCCTCTTCAGCTACCACCAATTGAGAGACTTTCTCTTGATAACAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCAATAACAGTAGCTGAGGGAACAGATAGGATTATAGAAGCATTGCAAAGA------------------GCTGGTAGAGGGATCCTCCACATACCTAGGCGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575794
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575818
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575790
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575804
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575793
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575788
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575815
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575796
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575808
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACCATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575823
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATATATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575811
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575822
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575800
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGATATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575807
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTATATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGAACTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575792
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575803
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATATAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575810
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATATGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575805
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575795
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575817
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575797
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575789
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575813
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575799
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575806
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575819
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAT---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575812
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGATTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575814
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575802
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575821
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575809
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575816
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575820
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575798
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGGAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACGACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575791
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9015.SPD.EU575801
ATGAGAGTGATGGGGATCAAGAAGACTTGTCAGCACTTA---------TGGAGATGGGGC------------------------ACGATGCTCCTTGGGATATTGATGATT------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGCTTATGGGATCAAAGTCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGAGGAATGCTACTAATAGCACTATTGGTAAC---------------------------------------------------------------------------------------------------------------GAGATGAGGAACTGCTCTTTCAATGTCACC---TCAAGTGTAAGAGAT------AGGATGCAGAAAGAATATGCACTTTTTTATAAACTGGATATAGTACCAATAGATAATGATAATAATAAT---------------------AACTATACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGTAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAACCATAATAGTACATTTGAATGAATCTGTAGAAATTAATTGTACAAGACCCGGCAACAATACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAGGCAAAATGGAATAAGACTCTACAACAGATAGTTAAAAAATTAAGA---GAAAAATTTGTG------------AATAAAACA---ATAAATTTTAATCGA---------ACCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTAATAGTACCTGGGCTATG---------AATAGAACCTGG------------------------------AATGATACTGAAGGGTCA------------AATAAC---------------AATAAAACT---------ATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAGTGAA---------AATGCGAAC------------------------AAGACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATAGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCAATA---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---ATCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATGGAAGACATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAGGAAATTGAC------AATTACACAGGCCTAATATACAATTTAATTGAACAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGCACTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACAATGGTTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGGCAGATCCAGACAATTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGAGCCTCTTCCTCTACCAGAGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTACTGGTGG---AATCTCCTTCAGTACTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACAACAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGTTACAAAGA------------------GCTGGGAGAGCTATTATCCACGTACCTACTAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575841
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575835
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575824
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575844
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575849
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575828
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575838
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575825
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575842
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575839
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575826
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575840
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575830
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAAGCTTGAACAGTACT------ATAGAAATGGAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGATATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575829
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575827
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575843
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAATAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575845
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575836
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTTTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575833
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575832
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575846
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575848
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGCAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575837
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575831
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575834
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9017.SPD.EU575847
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGCAC------------TTGAGATGGGGC------------------------GCCTTGTTCCTTGGGATGTTGATAATC------------TGTAGTGCTGAA---------AAAGACTCGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAATCACCACTCTATTTTGTGCTTCAGATGCTAAAGCATATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAACATTTTAATATATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTATATTAATAACAGTACTGAAAGTAAG---------------------------------------------------------------------------------AAAACCAATGAAGGCTTGAACAGTACT------ATAGAAATGAAAAACTGCTCTTTCAAAATAACC---ACAGGCATGAGAGAT------AAGATGCAGAAAGCATATGCACTTTTTTATAAGCTTGATATAGTACCAATAGATGATGATAATATTAATAAGACTAGCACCAACCAT---AATTATACC------------------------AGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCCATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAACAAGAGTTACACAGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCTAACAATGCTAAAACCATAATAGTACAGCTAAATAAAACTGTAGTAATTAATTGTATAAGACCTAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AATGGAACACAATGGAATAACACTTTAAGACAGATAGCTTTAAAATTAAAA---GAACAATTTAAG------------GGTAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAAAGCACTCTTTTAATTGTGCAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCATGGT---------AATGAAACATCT---------------------------TGGAATAATACTGAAAAGTTA------------AATGACACT------------------------------ATCATACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCAATCGAAGGACTAATTAACTGTTCATCAAGTATTACGGGGCTGCTATTAACAAGAGATGGTGGTAAGAGCAAT---------AATCAGACT---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAACTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAC---AAAAGAGCAGTG---GGA---CTAGGA---GCGTTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGAATGATAGCTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGATGTAATATACAACTTACTTGAAGAATTGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGCAATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATAGTCATAATGATAATAGGAGGCTTAATAGGATTAAGAATAGTTTTTGTTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGCGAGACAGAGACACATCCGGGATCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGACCTGCGGAGCCTGTGCCTTTTCATCTACCACCGCTTGAGAGACTTACTCTCGATTGTAGCGAGGACTGTGCAG------------------------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCAAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTTAATTCCACTGCCATAGTAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGTACTAAGA------------------GCTTTTAGAGCTGTTCTTCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575868
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ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAAGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA
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ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575881
******GTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA
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ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGGACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA
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ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA
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ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAAAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575878
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGGACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575880
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575884
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATA---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575892
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575876
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAAATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575869
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTACACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575872
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGGACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575887
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575874
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGACATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575888
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575877
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGGTAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575882
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACATTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCAGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAGTTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9020.SPD.EU575885
ATGAGAGTGAAGGGGATCAGGAAGAATTAC------TGG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGAA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAGAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAGAAAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAGGTAGCATTG---GTAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTAATTTGAGTATAAGTACCAATGCTACTAATACCAATGCTACT---------------------------------------------------------------------AGCAACACTACTTCCCCTGAAAGCGAAAAAAAGGAAGAAATGAGAAACTGCTCTTTCAATATCACC---ACAGTTATAAGAGAT------AGGGTGCAGAAACAATATGCACTTTTTGATAAACTTGATGTAGTACCAATAGATAAT---------------------------------AATAGTACC------------------------GACTATAGGTTGATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AGAGATAAGAAGTTCGGTGGAAAAGGAGAGTGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGAACCTGTAGAAATTAATTGTTCAAGGCCCAACAATAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAACAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGTACAAAATGGAATAGCACTTTAGGTCAGGTAATTAAAAAATTAAGA---GAACAATTTGAG------------AATAAAACC---ATAACCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAACTTAACAAGGCTGTTTAATAATACTTGGTAT------------AATGAGAGCAGTAGTACTTGG---------------------AATGTA------------------------AATGGCACC------------------------------ATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCATGGGATCAATTAACTGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTAACCATAAC---------AATGACAGCAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGGAGTG------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATAAAATTTGGGAT---AACATGACCTGGATGGATTGGGATAGAGAAATTAAC------AATTATACAGAATTAATATACAACTTAATTGAACAATCGCAGACCCAGCAAGAAAAGAATGAGCAAGAATTATTGGCATTAGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAATAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CTCCCAGCCCCGAGGGGA------CTCGACAGGCCCGAAGGAATAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGGTGGATTCTTCACACTTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCTCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCTACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAGTAATACAAAGA------------------TTTTGTAGAGGTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.9021.SPD.EU575894
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575911
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575896
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575920
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575910
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575901
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575900
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575925
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575903
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575918
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAACCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTCGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATANAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575893
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575904
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575897
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575906
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575899
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575905
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGAAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575919
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTAATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575923
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCTCAACCCACAAGAAATGATATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575921
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGG---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575917
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575912
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575926
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575916
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575909
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575902
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575924
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575915
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575907
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575913
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575898
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575895
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575922
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTAATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575914
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9021.SPD.EU575908
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCAGCACTTA------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTAATGATT------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATGGTATTA---GAAAATGTGACAGAATATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGCACTGATTATGAATGGAATTGTACTGGTATCAGAAATAGTATCTGTAAATATAATAAT---------------------------------------------ATGACTAATAATAGTAGCTCAGGGAATTATACTGGATGGGAAAGGGGAGAAATAAAAAACTGCTCTTTCAATAGCACCATCTCGGGCATAAGAGAT------AAGGTGCGGAAAGAGTATGCACTTTTGTATAAAATAGATCTAGTATCAATAGATGGAAGT------------------------------AATACAAGC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTACTCAGTCCTGTCCAAAGATATCCTTCGAGCCAATTCCCTTACATTATTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCTATGTCACAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGCCTAGCAGAAGAA---GAGGTAGTAATCAGATCTAAAAATTTCACGGACAATGCTAAAATCATAATAGTACAGCTAAATGAAACTGTAGAAATTAATTGTACAAGACCCGGCAACAACACAAGAAAAAGTATACATATAGCA------------CCAGGGAGA---ACATTCTATGCAACAGGAGAAATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAGAAAAATGGAATACCACTTTACATAGGATAGCTACAAAATTAAGA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTGTCAATTGTGGAGGGGAATTTTTCTACTGTAATACATCAAAACTGTTTAATAGTACTTGG---------------AATAGTACTGGAGGGTCCATT---------------------------TCTGAAGACTCAGAA---------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAGATCAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTATA---------------AATCAGAGC---------------------ATCAGC------GAGACCTTCAGACCGGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATGATATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGACTAATATACAGCTTACTTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGATTTATTGGCATTAGATAAATGGGCAAATTTGTGGACTTGGTTTGATATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTGTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCGTTGCAGACCCGC---TTCCCAGTTCCGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGCTGTGTAGTGAATGGATTCTTGGAACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTATTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------CTTTTTAGAGCTTTTCTCAACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTCTTCTATAA

2.9077.SPD.EU576233
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576247
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576242
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576240
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576244
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576239
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576226
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576231
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATACGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCTCAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576237
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576236
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576230
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576225
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576232
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTGAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576229
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576235
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576224
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGA---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576241
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576227
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAGTGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576234
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576228
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576246
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATTGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576245
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GTAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9077.SPD.EU576243
ATGAGAGTGAGGGCGATGAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAGGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAATACCAGTGCTGATAATACCACT---------------------------------------------------------------GCTACTAATAATACCACTCCTAGTACCAAAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGAGGATGATAGTAGG------------------------AATAATAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAAGACATTCAATGGATCAGGGCCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGTTGAAGGAACCTGTAATAATCAATTGTACCAGACCCAACAACAATACAAGAAGAAGTATACCCATGGGA------------CCAGGGAAA---GTATTTTAT---ACAGCAGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGGTAGTTGGAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGGTAAT------------AACGAGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAACATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AACAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAAAGAAATTGAC------AATTACACAGACTTTATATACACTTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATATCAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATACCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGCAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9079.SPD.EU576263
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576250
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576264
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTAATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576249
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576261
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576254
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576273
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGAGATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576255
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576268
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAACGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAG--AGCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576266
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------CTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576269
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576271
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576260
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576258
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576251
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576272
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTGTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576252
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576267
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGACCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576257
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGAAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAA-AAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576253
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576248
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAGAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576262
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576270
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576259
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576256
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.9079.SPD.EU576265
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTGGTGG------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTACA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGATGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAATCCACAAGAAGTAATAATG------AATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATAAGCTTGTGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAGGTGCACTGATGTAGATACTAATAAGACCAGTACCAAT---------------------------------------------------------------------------AGTACCACTAATACTACTAATATCCCTATGATGGAGCAAGGAGAATTAAAAAACTGCTCTTTTAATGTCACC---ACAAACATAAGAGAT------AAGATGCAGAAAGAATATGCATTGTTTTATAAATATGATGTAGTACCAATAGCTAATAGTAGTAAAGAA---------------------AATTATACT------------------------AATTATAGGTTGACAAGTTGTAATACTTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTTTGCGATTATAAAGTGT---AACGATAAGCAGTTCAATGGAACAGGAACATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACCCAATTGCTGTTAAATGGCAGTCTAGCAGAAGGT---GATATAGTAATTAGATCTGAAAATTTCACGGACAATGCTAAAACCATAATAGTACAGCTGAACGAAACTGTAGAAATTGATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAAAAATAATAGGAGATATAAGAAAAGCATATTGTACCCTT------AATAAGACAAAATGGGAGAACACTTTAGGAAAGATAGCAAAAAAATTAGGT---GAGCAATGG---------------AATAAAACAATAATAACCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATAGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTGATACAACACAACTATTTAATAGTACTTGGACTCGA---------AATGATACTGAATCAGTTACTTGGTAT------------CAGAATAATACTGAAGGGTCA------------AATAACACTAAAGCA------AATAGCACA---------ATCCTACTCCTATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGCAAAATCAGATGTTTATCAAATATTACAGGGCTGCTACTAACAAGAGATGGTGGTGAGCCTAAT---------AACAAAACCAAC------------------------------GATACCTTCAGACCAGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAGCCA---ATAGGACTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGC---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGTACTAGACAT------------------GAAACTAATCTGACTGATATTTGGGAA---AAAATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACAACCTAATTGAGGAATCGCAAAACCAACAAGAAAACAATGAAAAAGAATTATTAGAATTAGACAAATGGGCAAGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTGTCATTTCAGACCCGC---CTCCCAGCCCAGAGGGAA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCGGGCCATTAGTGGATGGATTCTTAGCGATTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTGACAAGGATTGTGGAACTTCTGGGACGGAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGAGCTGTTAGATTGTTCGACGCCACCGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAGGA------------------ATTGGTAGAGCTATCCTTCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGAGCTTTGCTATAA

2.PRB926.SPD.EU576559
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576554
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576557
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GG----TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576558
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGA---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGAGTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576561
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576564
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACGGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGA---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576555
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAGGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576566
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576565
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576560
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576563
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCGGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576556
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576562
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTGAC------AATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCGGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB926.SPD.EU576567
ATG---------GAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCAGAA------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAGACACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAACTAGTATTG---GAAAATGTGACAGAAAAATTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAACTGCACTGATTTGAATAATACTAATAATGATAATGGTATTAGT---------------------------------------------------------------------AGTAGTAATAATAGTAATAGCTGGGGAAAGATGGAGAGAGGAGAAATAAAAAACTGCTCTTTCAATATTACC---ACAAGCATAAAAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAGCTTGATATAGTGCCAATAGAT------------------------------------AATAGCAGC---------------------------TATAGATTGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGTACAGTTCAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGGAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAGAACCATAATAGTACAGCTGAATGAATCTGTAGTAATTAATTGCACAAGACCCAATAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGCAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTACCCTT------AGTAAAGCAAGATGGGATAAAACTTTAAAACAGATAGCTAGCAAATTAATA---GAACAATAT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCATCACCACTGTTTAATAGTACTTGGGAG------------AATGATACAGAA------------------------------------------GTGTTA------------AATAACACTGTGGGA------AATGAAACA---------ATCACGCTCCCATGCAAAATAAAACAAATTATAAACTTGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAAATGTTCATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACT---------------AACGGG---GAC------------------AATACCACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAAGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAAATCAGATTTGGAAT---AACATGACCTGGATGCAGTGGGAATCAGAAATTAAT--TGACAATTACACAAGTGTAATATACACCTTACTTCAAGAATCGCAGTACCAGCAGGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTACTGTACTCTCTTTAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTGCAGACCCAC---CTCCCAGCCAGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGGTCCGGCAGATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTACTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTATTAACTTGCTCAATGCCACAGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGGATTACAAAGA------------------GCTTTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCAATAA

2.PRB956.SPD.EU576606
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576607
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576587
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGAT-TAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCCGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576591
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGAGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576598
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576610
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576604
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAAAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576596
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576612
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576608
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576605
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576601
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576595
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576609
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCC-GAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576611
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576588
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGAAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576590
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576602
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATAAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576589
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAAGTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTTATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576597
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576594
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576599
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576603
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576593
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576600
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576592
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB956.SPD.EU576613
ATGAGAGCGACGGGGATGAGGAAGAATTATCAGCAATGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATC------------TGTAATGTTGCA---------GGCCAATTGTGGGTAACAGTCTATTATGGGGTACCTGTGTGGAAAGAGGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATAGTTCAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTGTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTGACCCCACTCTGTGTCACTTTAAATTGCACTGATTACATTGGTAGTACTAATACTAGTACT---------------------------------------------------------------------------------------------AATGAAAGTGAGGCAACGAAAGAAGAAATGAAAAACTGCTCTTTTAATATCACC---ACAGCCATAAAAGAT------AAGATGCAAAAAGAATATGCGCTCTTTTATAGACTTGATGTAGTACCAATAGATAATAATAATAATAGGAGT------------------AATACCACC------------------------AGCTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AACGATAAGAAATTTAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAGCTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAGAATTTCACAGACAATGCTAAAACCATAATAGTGCAGCTGAATGCATCCATAGAAATTAACTGTACAAGACCCAACAACAACACAAGAAAGAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGAAAAATGGGAGAAGGCTTTACACAAAATAGTTGAAAAATTAAGA---GGACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATTCAACAGAACTGTTCAATAGTACTTGGAATACT---------AATAGTACTTGGAATACTACTAGTACTTGG------------AATACTACTAGAGGGCCTAAC---------AATAGAACA------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGGAAC---------------AATGGGACCACC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAAGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAGGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAGCAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACTACTATTGTCTGGTATAGTGCAACAGCAGAACAATCTACTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGAAAAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAA------AATTACACAGACTTAATATACACCTTAATTGAAGAATCGCAAAGCCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCACTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAAACAGATCCAGAAGATTAGTGGATGGCTTCTTAGCACTTATCTGGGACGATCTGAGGAGCCTGTGTCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGGTTGTGGAAATTCTGGGACACAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AGTCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAACTATTACAAAGA------------------GTTTGTAGAGCTATCCGCAACATACCTACAAGAATCAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB957.SPD.EU576636
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576627
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576644
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576642
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576623
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576646
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576629
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576615
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576616
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576637
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576631
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576622
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576617
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576621
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACCACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576618
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAACAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576640
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576649
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACATG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGT--------------------AGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576624
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGACCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTA----------ATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576635
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTGAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGATTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGGGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576638
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTGAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGATTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGGGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576632
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTGAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGATTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGGGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576647
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTGAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGATTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGGGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576619
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTGAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGATTGAAGGGTCA------------AATAATGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGGGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576641
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATAAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTGAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGATTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGGGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576633
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTACTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTGAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGATTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGGGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------T-CTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576625
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTGAA------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGATTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGGGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTGGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576614
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTGAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAGAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGATTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGGGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGGTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576626
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---ACCATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATGTAATTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAAGTTAAAGGATGAGTTGAATGCTACTGCATCCAATAGTAGTACT------------------------------------------------------------GCAGCCAATAATAGTAGCGAAATGAATATTACTAATACTAGTGACATGAAAAACTGCTCTTTTAAGATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCATTGTTTTATAAAACTGATATAGTACCAATAAATAGTAAG------------------------------AATAACAGC---------------------TATAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCTATTCTAAAGTGT---AATAATAAGACATTCGATGGAAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAGTAATTAGATCTGACAATTTCTCCAACAATGCTAAGACCATAATAGTACAGCTGAAACAACCTGTAAAAATTGATTGTATAAGACCCTACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCCTTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAATTGGACTAACACCTTAAGACAGGTAGCTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACATCACCACTGTTTAATAGTACTTGG---------------AATAGTACTACTAATGGG------------------------AATGAGACTGAAGGGTCA------------AATAACGGA---------------------------ACTATCACACTCCAATGCAAAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGGAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTATATCAAATATTACAGGGCTGCTAATAACAAGAGATGGTGGTAAT---------------AACGAGACC---------------------GACAGCACA---GAGAGCTTCAGACCTGGAGAAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGAAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGAAT---AACATGACATGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAGGCTTGATATACACCTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTTATAATGATAATAGGGGGCTTAATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---TTCCCAGGCCCGAGGGGA------CCCGACAAGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCAGATCGATTAGCGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACACAGG---------------GGGTGGGAAGCTCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGCACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAAAATAAGACAGGGCTTGGAAAGGTCTTTGCTATAA

2.PRB957.SPD.EU576648
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---AACATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---GACAATGTGATAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAATTCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTACATTGCACT------------------AATGCTACTGTAACCAGTAGTACTAATACTACT------------------------------------------------------GTAACCAATGGTAGTAGGGAAATGAACATTACTCAGACTAGTGAAATAAAAAACTGCTCTTTTAATATCACC---ACAAACAGAAGAGAT------AAGGTGCAGCAAGAATATGCATTGTTTTATAAACATGATGTAGTACCAGTAGATAATACTGAC---------------------------AAT---------------------------------TATATTCTGATAAGTTGTAACACCTCAGTCACTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAATACATTTGATGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGGAGAAAAGATAGTAATTAGATCTGATAATTTCTCGAACAATGCTAAAACCATAATAGTACAGCTGACAACGCCTGTAGAAATTAATTGTATAAGACCCAACAACAATACAAGACAACGTTTATCTATAGGA------------CCAGGGAGA---TCCTTTTATACAACAAGACAAATAATAGGAGATACAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATAACACTTTAGAACAGGTAGCTAAAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTTATACATCACAATTGTTTAATAATACTTGGTATACT---------AATAAGACTTGGAAG---------------------------TATCAGTCAGAAAGC---------------------------------------------------AATATCACACTCCAATGCAAAATAAAGCAAGTTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCGTCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTATTAACAAGAGATGGTGGTAATACT------------AATGAGGCC---------------------AACACCACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTGAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCATCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAGTCAGATTTGGGAT---AACATGACGTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTACTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTATGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTGTAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGACAGAGACAGAGACAGATCAGATCCATTAGTGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAATTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTTCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGGTGAGGGAACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB957.SPD.EU576630
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC---AACATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---GACAATGTGATAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAATTCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTACATTGCACT------------------AATGCTACTGTAACCAGTAGTACTAATACTACT---------------------------------------GTAACCAATGGTAGT---------------AGGGAAATGAACATTACTCAGACTAGTGAAATAAAAAACTGCTCTTTTAATATCACC---ACAAACAGAAGAGAT------AAGGTGCAGCAAGAATATGCATTGTTTTATAAACATGATGTAGTACCAGTAGATAATACTGAC---------------------------AAT---------------------------------TATATTCTGATAAGTTGTAACACCTCAGTCACTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATAATACATTTGATGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGGAGAAAAGATAGTAATTAGATCTGATAATTTCTCGAACAATGCTAAAACCATAATAGTACAGCTGACAACGCCTGTAGAAATTAATTGTATAAGACCCAACAACAATACAAGACAACGTTTATCTATAGGA------------CCAGGGAGA---TCCTTTTATACAACAAGACAAATAATAGGAGATACAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATAACACTTTAGAACAGGTAGCTAAAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTTATACATCACAATTGTTTAATAATACTTGGTATACT---------AATAAGACTTGGAAG---------------------------TATCAGTCAGAAAGC---------------------------------------------------AATATCACACTCCAATGCAAAATAAAGCAAGTTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCGTCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTATTAACAAGAGATGGTGGTAATACT------------AATGAGGCC---------------------AACACCACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTGAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCATCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAGTCAGATTTGGGAT---AACATGACGTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTACTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTATGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTGTAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGACAGAGACAGAGACAGATCAGATCCATTAGTGACTGGATTCTTAGAACTTGTCTGGGTCGACCTACGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAATTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTTCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGGTGAGGGAACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB957.SPD.EU576628
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAAATGGGAC---AACATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATACGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---GACAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAATTCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTGCATTGCACT------------------AATGCTACTGTAACCAGTGGTACTAATGCTACT---------------------------------------GTAACCAATAGTAGTAGTGAAATGAACATTACTGAGACTAGTGAAATGAAAACTAGTGAAATAAAAAACTGTTCTTTTAATGTCACC---ACAAACAGAAGAGAT------AAGGTGCAGCAAGAATATGCATTGTTTTATAAACATGATGTAGTACCAGTAGATAATACTGAC---------------------------AAT---------------------------------TATATTCTGATAAGTTGTAACACTTCAGTCACTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATGAGACATTTGATGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTAATTAGATCTGACAATTTCTCAAACAATGCTAAAACCATAATAGTACAGCTAAAAGAACCTGTAGAAATTAATTGTATAAGACCCAACAACAATACAAGACAACGTCTATCTATAGGA------------CCAGGGAGA---TCCTTTTACACAACAAGACAAATAATAGGAGATACAAGACAAGCACATTGTAACGTT------AGTAGAGCACAATGGAATAGCACTTTAGAACAGGTAGCTGAAAAATTAAGA---AAACAATTTGGG------------AATAAAGCA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTTATACATCACAATTGTTTAATAATACTTGGTATACT---------AATAATACTTGGAAG---------------------------TATAAGTCAGAGAGC---------------------------------------------------AATATCACACTCCAATGCAAAATAAAACAAGTTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCGTCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTATTAACAAGAGATGGTGGTAATACT------------AATGAGGCC---------------------AACACCACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAGTCAGATTTGGGAT---AACATGACATGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAGGCTTAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTGTAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTCCAGACCCGC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGACAGAGACAGAGACAGATCAGATCCATTAGTGACTGGATTCTTAGAACTTGTCTGGGTCGACCCACGGAGCCTGTTCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAATTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTGACGCCACAGCTATAGCAGTAGGTGAGGGAACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB957.SPD.EU576639
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAAATGGGAC---AACATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATACGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---GACAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAATTCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTGCATTGCACT------------------AATGCTACTGTAACCAGTGGTACTAATGCTACT---------------------------------------GTAACCAATAGTAGTAGTGAAATGAACATTACTGAGACTAGTGAAATGAAAACTAGTGAAATAAAAAACTGTTCTTTTAATGTCACC---ACAAACAGAAGAGAT------AAGGTGCAGCAAGAATATGCATTGTTTTATAAACATGATGTAGTACCAGTAGATAATACTGAC---------------------------AAT---------------------------------TATATTCTGATAAGTTGTAACACTTCAGTCACTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATGAGACATTTGATGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTAATTAGATCTGACAATTTCTCAAACAATGCTAAAACCATAATAGTACAGCTAAAAGAACCTGTAGAAATTAATTGTATAAGACCCAACAACAATACAAGACAACGTCTATCTATAGGA------------CCAGGGAGA---TCCTTTTACACAACAAGACAAATAATAGGAGATACAAGACAAGCACATTGTAACGTT------AGTAGAGCACAATGGAATAGCACTTTAGAACAGGTAGCTGAAAAATTAAGA---AAACAATTTGGG------------AATAAAGCA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTTATACATCACAATTGTTTAATAATACTTGGTATACT---------AATAATACTTGGAAG---------------------------TATAAGTCAGAGAGC---------------------------------------------------AATATCACACTCCAATGCAAAATAAAACAAGTTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCGTCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTATTAACAAGAGATGGTGGTAATACT------------AATGAGGCC---------------------AACACCACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAGTCAGATTTGGGAT---AACATGACATGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAGGCTTAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTGTAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTCCAGACCCGC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGACAGAGACAGAGACAGATCAGATCCATTAGTGACTGGATTCTTAGAACTTGTCTGGGTCGACCCACGGAGCCTGTTCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAATTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTGACGCCACAGCTATAGCAGTAGGTGAGGGAACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.PRB957.SPD.EU576634
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAAATGGGAC---AACATGCTC---CGATGGGGCATCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGGA---------GAACAGTTGTGGGTCACAGTCTATTATGGAGTACCTGTGTGGAAAGAAGCAACCACCACACTATTTTGTGCATCAGATGCCAAAGCATACGATACAGAGGTACATAAT---GTGTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---GACAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAATTCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTGCATTGCACT------------------AATGCTACTGTAACCAGTGGTACTAATGCTACT---------------------------------------GTAACCAATAGTAGTAGTGAAATGAACATTACTGAGACTAGTGAAATGAAAACTAGTGAAATAAAAAACTGTTCTTTTAATGTCACC---ACAAACAGAAGAGAT------AAGGTGCAGCAAGAATATGCATTGTTTTATAAACATGATGTAGTACCAGTAGATAATACTGAC---------------------------AAT---------------------------------TATATTCTGATAAGTTGTAACACTTCAGTCACTACACAGGCCTGTCCAAAAGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAATGAGACATTTGATGGAAAAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTAATTAGATCTGACAATTTCTCAAACAATGCTAAAACCATAATAGTACAGCTAAAAGAACCTGTAGAAATTAATTGTATAAGACCCAACAACAATACAAGACAACGTCTATCTATAGGA------------CCAGGGAGA---TCCTTTTACACAACAAGACAAATAATAGGAGATACAAGACAAGCACATTGTAACGTT------AGTAGAGCACAATGGAATAGCACTTTAGAACAGGTAGCTGAAAAATTAAGA---AAACAATTTGGG------------AATAAAGCA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTTATACATCACAATTGTTTAATAATACTTGGTATACT---------AATAATACTTGGAAG---------------------------TATAAGTCAGAGAGC---------------------------------------------------AATATCACACTCCAATGCAAAATAAAACAAGTTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCGTCAAAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTATTAACAAGAGATGGTGGTAATACT------------AATGAGGCC---------------------AACACCACC---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTGCTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAGTCAGATTTGGGAT---AACATGACATGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAGGCTTAATATACACTTTAATTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGCATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTTCAATATCACATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTGTAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTCCAGACCCGC---TTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGACAGAGACAGAGACAGATCAGATCCATTAGTGACTGGATTCTTAGAACTTGTCTGGGTCGACCCACGGAGCCTGTTCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAATTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTGACGCCACAGCTATAGCAGTAGGTAAGGGAACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTGAAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576689
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576678
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576702
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576701
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576692
ATGAGAGTGATGGGGATCCAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576684
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576682
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576680
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTCTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576699
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576697
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATTTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGATCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576679
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCGACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576705
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACTC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AATCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576696
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576700
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576674
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576686
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576694
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576676
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCCTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATCACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCCTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576704
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576691
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGAT----------AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576698
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576675
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTCGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576681
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576690
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576693
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576677
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576683
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576685
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576687
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA-------------------TTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576688
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GATTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576695
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCAC--GAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAAT----ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.PRB959.SPD.EU576703
ATGAGAGTGATGGGGATCAAGAGGAATTATCAGCACTTG---------TGGAAAGAGGGC------------------------ATCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAGAGCATATAATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG------AATGTGACAGAAAAATTTAACATGTGGAAAAACAACATGGTAGATCAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCACTAAT---GCGGGAAATGTTACCAATACT------------------------------------------------------------------------------------------ACTAGTAACTGGGAAAAGATGGAGCCAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCTCTTTTTTATAAACTTGATGTAGTACAAATAGATGATATAGAT---------------------------AATGGTACT------------------------AACTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAATAAAACATTCAATGGATCAGGACCATGTAATAATGTCAGCACAGTACAGTGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTTCAGCTGAACGAATCTGTAATAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGAAGA---GCATTTTATGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAATATT------AGCGAAAAAGCATGGAATAAAACTTTAAAACAGATAGTTACAAAATTAAGA---GAACAATATGAG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCACAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGG---------------AATGGTACCGAAGAGTTA------------------------AATAGTACA---------------------AATGACAAA---------------------------ATTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCTATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATAAT------------AACAACAGC------------------------GATACTCCTGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAACGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCACATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATAGTAGTTGGAGT---------------------------AATAGAAATCTGACTGCGATTTGGGAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAAACTTAATTTACAGCTTACTTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTGTTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAGCTGGCTGTGGTATATAAAATTATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTGCTGTGCTTTCTATAGTAAAAAGAGTTAGGCAGGGATACTCACCATTATCGTTACAGACCCTC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGCAAGACAGAGACAGATCCATTCGATTAGTGGATGGATTGTTAGCACTCTTCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGGACTTCTGGGACGCAGG---------------GGGAGGGAAATCCTCAAATATTGGTGG---AACCTTCTACAGTATTGG---------------------------------------------------AGTCAGGAGATAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

2.12007.SPD.EU575428
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATAATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575422
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTCGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAAAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575434
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAACGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575419
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAG-TTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575420
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGAT--AAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCCGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575423
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575425
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575432
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGAATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGATGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575414
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATAATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575421
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575429
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACACAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575416
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTTACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTAATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575431
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGATCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575437
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575435
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575427
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575418
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAAAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575436
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575424
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575433
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGAAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTAAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGA----AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575417
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575426
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575415
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATAAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575413
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATAATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.12007.SPD.EU575430
ATGAGAGTGAAGGAGATCAAGAAGAATTGTCAGCTCTTG---------TGGAAAGGGGGC------------------------ACCTTGCTCCTTGGGATATTAATGATC------------TGTAGTGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGAGACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTGACCCACAAGAATTAAAATTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATCAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTCACTTTAAATTGCACTGATTTGAGGAATGCTACTGGCACTAATACTACTAAA---------------------------------------------------------------------------ACCTATAATATTAGCGGGGAACTAATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGCACAGGAGAA------AAAAGGCAAAAAGAACGTGCACTGTTTTATAAACTTGATCTAATGCAAATAGATAGTGATAAT---------------------------AATAGTAGC------------------TATAATAGTTATAGGTTGACAAGTTGTAATGCCTCAGTCATTACACAGGCCTGCCCAAAAGTATCCTTTGAGCCAATTCCAATACATTTCTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AATGATAAAAAGTTCAATGGATCAGGACCATGTAAAGATGTCAGCACAGTACAATGTACCCATGGAATCAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTTCTTAGGTCTGAAAATTTCACAGACAATGCTAAAAACATAATAGTACAACTGAAAACAGCTGTAAACATTACTTGTATAAGACCCAACAACAATACAAGAACAAGTATATCTATGGGA------------CCAGGGAGA---GCATTTTTTGCAACAGGAGATATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAAAAGACTGGAATAATACTTTACACGAGATAGTTATAAAATTAAGA---GAACAATTTCAA------------AATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAGATTGTAACACACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAGTTGTTTAATAGTACTTGG---------------AATAGTACTGGG------------------------------AATAATAAT---------------------AACAGGTCAGGAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAATTCATAAACCTGTGGCAAGAAGTAGGAAAAGCAATGTATGCTCCTCCCATCAAAGGAGAAATTCAATGCCGATCAAATATTACAGGGCTAATAATAACAAGAGATGGTGGT------------------AACACTACTGAA------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTCGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---GCGCTGACGGCACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAACATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAGACGCATCTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCCCTGGGAGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAAAGAAATTCAC------AATCACACAGAAGCAATATATGCCTTACTTGAAATAGCGCAAGGCCAGCAAGAAAAGAATGAAAAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGATGAGGTATATACAAATATTCATAATGATAGTAGGAGGCTTAATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAAAAGAGTTAGGCAGGGATACTCACCACTATCGTTTCAGACCCTC---CTCCCAGCACCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGACAGAGACAGAGACAGATCGCCACCTTTAGCGGCTGGATTCTTCGCACTTATCTGGGTCGACCTGCGGAACCTGATACTCTTCAGCTACCACCGCTTGAGAGACTTTCTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGGGACAAACA------------------ATTTTTAGGGCTATCATTCACATACCCAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTACTATAA

2.61792.SPD.EU575474
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGGGGGTGGGGACGCAGGGGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575485
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---ATTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575484
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575477
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575480
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575483
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575486
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575471
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575479
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAGAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575476
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTACCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575470
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGA----AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575478
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCACATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAATAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575481
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575482
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575473
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575475
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575487
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.61792.SPD.EU575472
ATGAGAGTGAAGGGGATCAGGATGAATTGGCGGCACTTG---------TGGAAATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACGCATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACTTTAAATTGCAATGATGTCAATAATAATAGTACTATCAACAATGGAACTACTAAT---------------------------------------------------------------------GCCACTAGTCATAGTGGGGGAAAAATAGAGAGAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAACATAAAAAAT------AAGCTGCAGAAAGAATATGCACTGTTTTATAAGCTTGATCTAGTACCAACAGATGATAAT------------------------------AATTCTAGC---------------------------TATAGGTTGATACATTGTAATACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGC---AAAGATAGGAATTTCACAGGAAAAGGACAATGTAAAAATGTCAGCACAGTACAATGTACACATGGCATTAGGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAT---GGGGTAGTAATTAGATCTGCCAATATCACAGACAATACTAAAACCATAATAGTACAGTTGAAGGAAGCTGTAGAAATTAATTGTACAAGACCCAATAACAATACAAGGAAAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTGGACAACAGGAGGAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTAGCACAAAATGGAATAACACTTTAAGACAGATAGCTACAAAATTAAGA---GAACAATTTGGT------------AACAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCAAGAAATTGTGATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAGTACAACACAACTGTTTAATAGTACTTGGATTGCA---------AATAAGACTGGG------------------------------AATGATACTGGAGGATCA------------AATGGAACT------------------------------ATTACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGAAGGACAAATTAGATGTTCATCAAACATTACAGGACTGCTATTATTAAGAGATGGTGGTAAGAAT------------AACGGGACAGGA------------------AACATGACA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGTG---GGAACACTAGGA---GCCTTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCATCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATTTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTATGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCGCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGAAT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACACACACAATATACAGCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAACTAGACAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGGTAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTGCAGACCCGC---TTCCCAGTCCAGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGACCGGATTCTTACCTCTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAACTCCTCAAATATTGGTGG---AATCTCCTGAAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTCAGCTTGTACAACGCCACAGCTATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTAAGAAGA------------------ACCTTTAGAGCTATTATCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575599
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575608
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAG--AGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575593
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575620
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575597
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575606
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575618
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA
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ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575602
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575603
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575605
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575594
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACGTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575613
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATGCAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575595
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGACTTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAACTTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575616
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGGGAATAGTAATAAGACTATTGGG------------------------AATGGGACTAGTGGGCATAGTACTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGACCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGAGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGACTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCTATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAAGGCTTTGAAAGGGCTTTGCTATAA

2.62615.SPD.EU575604
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTGACTTGTACTGATGATATTAGGAATGAGACTATTGGGAATGGGACTAGTGAGAATAGTACTAAGACTATTAGG------------------------AATGGGACTAGTGGGAATAGTGCTAATGCCACTAATGACTGGGAAATAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTATATAAACTTGATCTAGTACGAATAGATGGTAAA------------------------------AATGACAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTTCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCTAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAGCAGGAGGCATAATAGGAGATATAAGACGAGCACATTGTAACATT------AGTAGAACAGAGTGGAATAACACCTTAAAACAGATAGTTGAAAAATTAAGA---GGACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTACTTGGTATGCT---------AATGGTACAGACAATTAT---------------------TTTGATAACACTAAAGATGATGGGGCT------AATGGGACTGCT---------AATGGGACTGGA---GTTATCATACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGGGGACGAATTAAATGTTTATCAAATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACCGAAAACACC------------ATT---------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGCAGTGGGAAAAAGAAATTGAC------AGTTACACAGAAGTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCCAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGAA------CCCGACAGGCCCGGAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTAATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTAGTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAACGGGCTTTGCTATAA

2.62615.SPD.EU575610
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575600
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575612
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575601
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAACTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575611
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575619
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575615
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575617
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575598
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575596
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGC-CCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575609
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTCAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.62615.SPD.EU575607
ATGAGAGTGAAGGAGACCAGGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGACC------------TATAGTGTTGCA---------GAACAATTGTGGGTCACCGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGAAACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGATCCCAATCCACAAGAAGTAGTATTA------AATGTGACAGAAAATTTTAACATGTGGAAAAATTACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATGAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGTACTGATGTTCCTTTAAATTGTACTGATAAGAATGGGAATGAGACT---------------------------------------------------------------AAGATTAATGCCACTAATGACTGGGGAAAAATGGAGCCAGGAGAATTAAAGAACTGCTCTTTCAACATCGCC---ACAAGCATAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTATATAAACTTGATATAGTATCAATAGATAAT---------------------------------AATACCAGT---------------------------TATAGGTTGATAAGTTGTAACACCTCTGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATCCACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGATCAGGACCATGTACAAATGTCAGCACAGTCCAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAACGGCAGCCTAGCAGAAGAT---GAGGTAGTAATTAGATCTGCCAATTTCTCGAACAATGCCAAAACTATAATAGTACAGCTGAAAACAGCTGTAAAAATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGGGA---GCATTTTATGCAGCAGGAGGCATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAACAGATTGGAATATCACCTTAACACAGATAGTTGAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGCCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAAGTAAACTGTTTAATAGTATTTGGTATGCT---------AATGGTACAGACAATTTTAATGACACTAAAGATGATGGG---------GCTAATAGTGATGGGGCT---------------------------AATAGGACTGAA---GTTATCATACTCCCATGCAGGATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACGAATTAAATGTTCATCAGATATTACAGGGCTGATGTTAACAAGAGATGGTGGTAATAATGGTGGT------AACACAACTGAAAACGCC------------ACCGAGACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCT---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA---GGA---ATAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAAGCCAGACAGTTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGAAACGATTTGGAAT---AACTTGACATGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTAATATACAAATTAATTGAAGAATCGCAGAATCAACAGGAACAGAATGAACAAGAATTATTAAAATTGGATAGTTGGGCAAGCTTGTGGAATTGGTTCAGCATATCAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAATTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCAGAAGGGA------CCCGACAGGCCCGGAGAAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTATTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCATCTACCACCGCTTGAGAGACTTACTCTTGATCATAACGAGAGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGAGCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------GGTCAGGAGTTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGTTCATAGAAGTATTACAAAGA------------------CTTTGTAGAGCTGTTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

2.63358.SPD.EU575723
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTGAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575710
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTGCAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575729
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTTCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575721
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575707
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAGCGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575727
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAAGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575724
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGG---------ATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGAGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575712
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575708
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575732
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575715
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575722
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575730
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575713
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATATCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGAAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAAAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTAAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575709
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575711
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTCCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575728
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575716
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575718
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAAT--------TACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAAAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAAAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575726
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575717
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575714
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTA-------GACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACTTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575725
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGACAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575731
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAAAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575719
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAAACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575720
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAAAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63358.SPD.EU575733
ATGGAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGATACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAGATTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGAGTGGAAGAATGATACCACTGATAATAATACCAATGGT---------------------------------------------------------------ACTAATACCACTAGTGGTAGTTGGGAGAAAGGAGAGAAAGGAGAAATAAAGAACTGCTCTTTCAATGTCACT---TCAGGGATAAGAGAC------AAGGTGCGGAGAGAATATGCACTTTTGTATAAACTTGATATAGTACCAATAAAAAATGATAAT---------------------------AATGATACT---------AGCTATGATAATACTAGCTATAGGTTGATAAGCTGTAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCAATGTAAAAATGTCAGCACAGTACATTGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTAAAAATTGAGTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAACATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAATTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------GATGTTACAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTAAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGGCAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGCGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTAAC------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTAGCATAACAAAATGGCTGGGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATAGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTCCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575742
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575738
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575737
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575752
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575741
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575753
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575739
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACACTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575747
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575744
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575745
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575734
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575735
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575746
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAACATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575751
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575743
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575740
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575736
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575748
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575754
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575749
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.63396.SPD.EU575750
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT---------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGA---GTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAACGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGAT------AGTAATGGGAGT------------------------GAGATCCTCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGATGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575954
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575955
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGACTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575963
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGC-GAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCAT--TGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575956
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575950
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575953
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCCTTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATGGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575960
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCCTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575966
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGAAAAGGGCTTTGCTATAA

2.9023.SPD.EU575961
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575964
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575951
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCACAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTAGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575952
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTATAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575965
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGATAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575958
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575959
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCC-----CAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575967
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575962
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCTCTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9023.SPD.EU575957
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATGTTAATGATC------------TATAGTGCTGCA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGAAGCATGTTAATAATACCAATACTACTCAT------------------------------------------------------------------------------ACCAATAGTAGTAGCAGGAGAATAGAGGAAGTAGAAATAAAAAACTGCTCTTTCAATCTTACC---ACAAGACTAAGAGAT------AAGATGCAGAGAGAATATGCACTTTTTTATAAACTTGATGTAGTACCAATAGATGATGATACTAAC------------------------AATAATAGC---------------------------TATAGGTTAATAGGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATAGTAAGACGTTCAATGGATCAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATAATAGTACATCTGAATGAATCTGTAAGAATTAATTGTATAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAAA---GCATTTTATGCAACA---GACATAATAGGAGATATAAGACAAGCATACTGTAATGTT------AGTAGAGCAAAATGGAATGACACTTTAAAAAGGATAGTTAAAAAATTAAGA---GAACGATTTGGG---------AAGAATAAAACA---ATCATTTTTAATCCA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTAGAGGGGAATTTTTCTACTGTAATTCAACACCACTGTTTGATAGTATTTGG---------------AATAGTACTGGG------------------------------AATGATACTGAAGGGTCA------------AATAGTACTGAAAAA---------------------GATATCATACTCCAATGCAGAATAAAACAAGTTATAAATATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAACTGTACATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT---------------------------------------------AACAGGGGCGAGTCTGAGACCTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAGAGATCAGTG------ACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTGGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACACTTTAATTGAACAGTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGCGGGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGGTTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTTAATACCACAGCCATAGTAGTAGCTGAGGGAACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTATCCTCCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575989
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575984
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAAGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575978
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575976
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGAAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575988
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCCGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575968
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575987
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575990
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGCTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575975
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCC----ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575971
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAAAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CTCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGG-GCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575977
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATATT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575970
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATG---------GAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575983
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTAT-----AGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATCATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575985
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575982
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575973
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCAGCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAGCATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575969
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGGCACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575979
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATATAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575986
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575992
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATATAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575974
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575972
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAATATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTGTAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9024.SPD.EU575980
ATGAGAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACGGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAAAACAAATGCATGAGGATATAATTAGTTTATGGGATCAGAGCCTAAAGCCATGTGTGAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGGGGAATGATACT---------------------------------------------------------------------------------------------------AGTAGTGACAGGGGAAAGATGGAGAAAGGAGAAGTAAAAAATTGCTCTTTCAACATCACC---ACAAACATAAAAGAT------GAGACGAAGAACGGAAATGCACTTTTTTATAAACTTGATGTAGTTCCAATAAAT------------------------------------AATTCTAGT---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATCAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGCAGAAGAC---GACATAATAATTAGATCAGAAAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAAGCTATAGAAATTACTTGTACAAGACCCAGCAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGAAAA------TTTTATACAACAGGACAAATCATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAAATGGAATAACACTCTAAAAGGGATAGTTACAAAATTAAGA---AAACAATTTGGG------------AATAAAACA---ATGTCCTTTGATCAA---------CCCCCAGGAGGAGACCTAGAAATTGTAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATTCAACACCACTATTTAATAGTACTTGGGAG------------AATAGTACTTGGGAT---------------------------AATAGTACTTGGAATACTGAAGGA------AATGACACA------------------------------ATCACCCTCACATGTAGAATAAAACAAATTATAAACATGTGGCAAAAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAGATGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTGTTAAGAAT---------AATGAAACC---------------------AACACCACC---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGCGAATTATATAAATATAAGGTAGTAAAAATTGAACCA---CTAGGGTTAGCCCCC---ACCAAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTC---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAAGGCTATTGAGGCGCAACAGCGTATGTTGCAACTCACAGTCTGGGGTATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTCTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTAATGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTATAGAGGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAGAGGGAAATTGAC------AATTACACAAGCGTAATATACAACTTACTTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTACGGAGCCTGTGTCTCTTCCTCTACCACCACTTGAGAGACTTAGTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTGAAGTATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGTCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTGTTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9025.SPD.EU575996
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACT---------------------------------------AAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576010
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATA--CAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576002
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576009
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTTTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU575995
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGGGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576001
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU575997
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAAAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576011
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTACACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU575998
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576000
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576008
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGACTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTTTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576007
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU575994
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTGGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTACTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU575993
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU575999
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576003
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576006
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576005
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAAGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9025.SPD.EU576004
ATGAGAGTGACGGGGATCAGGAGGAATTGTCAGCGCTTG---------TGGAAATGGGGC------------------------ACCTTGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATAGTACAGAGAAACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTGGTATTG---GAAAATGTGACAGAAAACTTTAACATGGGAAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAGTTTATGGGACCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGAGTTGAATGATACTAATACTACTGCCACT---------------------------------------------------------------------------------------AATAGTAGCGGGAGAGTGATAGAGGACAAAGAGATAAAAAACTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGGTGCAGAGGGAATATGCATTTTTTAATAAATTTGATATAGTACCAATAGATAATAGT------------------------------AATGACAGC---------------------------TATAGGTTGATAAGTTGTAACACTTCAGTCATTACACAGGCTTGTCCAAAGGTGTCATTTGAACCAATTCCCATACATTACTGTACCCCGGCTGGTTTTGCAATTATAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGGCCATGTAAGAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTGTCAACTCAACTGCTGCTAAATGGCAGTCTAGCAGAAGAA---GAAATAGTAATTAGATCTGAAAATTTCACGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGCAATCAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACCTATAGGA------------CCAGGAAGA---GCATTTTATGCAACAGGAGAAGTAATAGGAGATATAAGACGAGCACATTGTAACATC------AGCAAAGAAGAATGGAATAAAACTTTAAATCGGGTAGCTAGGAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACAACTGTTTAATAGTACTTGGTATGGT---------AATGAGACTGAG------------------------------------ACTGGAGGGACA------------AATGACACTATAGGA---------------------AATATCACACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGTTGTTCATCAAAAATTACAGGGCTGCTATTAACAAGGGATGGTGGTAACAAC------------AATGAGACC---------------------AATACCACC---GAGACATTCAGACCAGGAGGAGGAGATATGAGGGATAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTCAAAATTGAGCCA---CTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTAGATAGGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTAATATACAATTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACACGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCAACATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CCCCCAGACCAGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCCATTAGTGAATGGATTCTTAGCACTCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGTGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATACTGTTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGTTTGCTTAACGCCACAGCTGTAGCAGTAGCTGAAGGAACAGATAGGATTATAGAAATAGTGCAAAGA------------------ATTTTTAGAGCTATTCTCCACATACCAACAAGAATAAGACAGGGCTTAGAAAGAGCTTTGCTATAA

2.9028.SPD.EU576032
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576027
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576044
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576042
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATATCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576033
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576045
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576047
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576039
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576028
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGAGTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576034
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576038
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAAATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576040
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576041
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576029
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576043
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576036
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAAT-----------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACGTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576048
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576031
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAACAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576037
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAACACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576049
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576046
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576035
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGG-TTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9028.SPD.EU576030
ATGAGAGTGATGGAGACATGGAAGAACTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------TGTAATGCTACA---------GAAAAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTGCCCACAGACCCCAATCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATGATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAGGCAGAGTGATACTAATACCACTACT------------------------------------------------------------------------------------------TATGGAAAAACAATGGAGGGAGGAGAAATAAAAAATTGCTCTTTCAAGGTCACC---ACAGGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAATCTTGATGTAATACCAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTAAGAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCGGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GGGGTAATAATTAGATCCACCAATCTCACGGACAATACTAAAATTATAATAGTACAGCTGAATGAGTCTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAGAAGTATAAATATAGGA------------CCAGGTAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTGACCTT------AGTAGAACAAACTGGACTAACGCCTTAAGACAGATAGTTGAAAAATTAGGA---AAACAATTTAAT------------AATAAAACA---ATAGTTTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTATAAGGCATACTTTTAATTGTGGAGGAGAATTTTTCTACTGTGATTCAACACAACTATTTAATAGTACTTGG---------------ACTGAAGGGGCG------------------------------ACTAACAATACAGGA---------------AATGACACA------------------------------ATCATACTCCCATGCAGAATAAGACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGT------------------AATAGCAGC---------------------AAAACAACCCCTGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGG---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---ACAGCAGGAAGCACTATGGGCGCAGCGGCAGTA---ACGCTGACGGTACAAGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAACTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAGAAATCTGACCGAGATTTGGGAA---AACATGACTTGGATGCAGTGGGAAAGAGAGATTGAT------AATTACACAGGCTTAATATACAACTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATCACTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAGATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGGTTAAGAATAGTCTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTGTCGTTGCAGACCCAC---CCCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGGAGAAGAAGGTGGAGAGCAAGACAGAGACAGATCCGGGACCTTAGTGGATGGATTCTTAGCAATTATCTGGGTCGATCTGCGGAGCCTGTTCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAAGTTCTGGGACGAAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCGTGACCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACAAAGA------------------GCTTGTAGAGCTATTCTCCACATACCTACAAGAATAAGACAGGGTTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576071
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576060
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCAAACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTAGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576068
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTA-------------------------------------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576052
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGG-----------GAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576056
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576070
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576053
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAAATTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576067
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAGGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATAAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATAAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576063
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGGAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576051
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCCCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576050
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576054
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576058
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576061
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576062
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576057
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTCGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576064
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576059
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576069
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAAGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576055
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9029.SPD.EU576066
ATGAGAGTGAGGGCGATGAAGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGGGCTACA---------GATCAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACTACCACTCTATTTTGTGCATCAGATGCTAAAGCCTATGACACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GGAAATGTGACAGAAAATTTTAATATGTGGAAAAATAACATGGTGGACCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTGGACGAATGCTAATAGTACCAATGCC---------------------------------------------------------------------------------------------ACTGTTAGTAAAATAGAG------GAAGTAAAAAACTGCTCTTTCAATATTACC---ACAAACATAAGAGAT------AAGGTGAAGAAAGAATATGCACTTTTTTATAACCTTGATGTAGTACCAATAGAGGATGATAGTAGT------------------------AATACTAGC---------------------------TATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGACATTCAATGGATCAGGGCCATGCACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACACAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAAAATTTCACTAACAATGCTAAAACCATAATAGTACAGCTGAAGGAACCTGTAATAATCAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATGGGA------------CCAGGGAAA---GCATTTTTCACAACA---AACATAATAGGAGATATAAGACAAGCACATTGTAACGTT------AGTGGAGAACAATGGAATAACACTTTAAGTGGGATAGTTGGAATATTAAGA---GAACAATTTGAG------------AATAGAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACT---------------------------------AATGAAGGGTCAGGT---------------AACTATGAAGGA------------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGCAAGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGACAAATTTACTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGCAAT------------AACGCGAGCAGC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAACTTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AGAAGAGCAGCG---GGA---CTAGGA---GTTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGTAGATGAGATTTGGGGT---AACATGACCTGGATGCAATGGGAAAGAGAAATTGAC------AATTACACAGGCTTAATATACACCTTAATTGAACAATCGCAGATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTCACCATAACAAATTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTTCTGTACTTTCTGTAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGCGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAACACTTATCTGGGTGGATCTGCGGAACCTGTGCCTCTTCAGCTACCGCCACTTGAGAGACTTAATCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAATGCCACAGCCATAACAGTAGCTGAGGGGACAGATAGGATTATAGAAGTATTACGCAGG------------------GCTTTTAGAGCTGTTCTTCATATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

2.9030.SPD.EU576072
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576079
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGAAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576077
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576076
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCACT----------------------------------------------------------------------------ATACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAAAGAT------AAAATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAATTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTAAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAGGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576082
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAATAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576089
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576087
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576086
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576083
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576085
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576084
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAGAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576080
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576073
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576074
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576078
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576075
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATCTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576088
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTGGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9030.SPD.EU576081
ATGAGAGTGAGGGGGATCAGGAAGAATTATCAGCTC------------TGGAAATGGGGC------------------------GCCTTGTTCATTGGAATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGAGGTGCCTGTGTGGAAAGAAGCAAACACCACTCTATTTTGTGCATCAGATGCTAAGGCATATGATACAGAGGTACATAAT---GTTTAGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGAAGTG---AAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTCACCTTAAATTGCACTGAGGTGAAGAAGAATAATGCTACCACCGCT------------------------------------------------------------------------------ACCACCAATAGTAGCGTTAGGGAAGAAATG------AAAGAAATGAAAAACTGCTCTTTCAATGTCACC---ACAAGTATTAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAGAAGATAATAATAATACT------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATCCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---GGAGATAAAAAGTTCAATGGAACAGGACCATGCACAAATGTCAGCACAGTACAATGCACACATGGAATTAGGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCCAACTTCACAGACAATACTAAAACCATAATAGTACAGCTGAATGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATATCTATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGACATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAGGAACACTGGGAGAACACTTTACACCGGGTAGCTACAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAACCTTTAATCGA---------TCCTCAGGAGGGGACCCAGAAATTACAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATTCAACACAACTGTTTAATAGTACTTGGCCTACT---------AATAGTACTTGG------------------------------AATGCTACAGAAGGGTCA------------AATAGCACT------------------------------ATCACACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCATGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGATATTTTTAACTAGAGATGGTGGTAAAGAGAAG---------AACAACACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCGGGA---------ATAGGA---GCACTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTCTTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGATGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAGCAGCTCATGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATACTAGTTGGAGT---------------------------AAGAGATCTCTGGAAGAGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAAAGAGATATACACATTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAAAAAGAATTATTAGAGTTAGATAAATGGGCAAATTTGTGGAATTGGTTTGACATATCAAACTGGCTGTGGTATATAAAAATATTCATACTGATAATAGGAGGCTTAATAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGGAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCAGCACCATTAGTACATGGATTCTTAGCAATTATCTGGGTCGACCTCCGGAGCCTGTTCCTTTTCACCTACCACCGCTTGAGAGACTTACTCTTAATTGCAACGAGGATTGTGGAACTTCTGGGACAGAGG---------------GGTTGGGAAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTGCTACAAAGA------------------ATTGGTAGAGGTATTCTCCACATACCTACAAGAATAAGACAAGGCTTGGAACTCGCTTTGCTATAA

2.9075.SPD.EU576189
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576174
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAGATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576190
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTCTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------CGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576182
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576183
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTA-------TAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576172
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576180
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576185
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576187
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTATC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576191
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTA---------------------------------------------------------------CAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576178
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576179
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576176
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576177
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576171
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTATACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576184
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576175
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACTACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576188
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576173
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGG-------------------------------------------------GGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATGTTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576181
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACA--------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576186
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

2.9075.SPD.EU576170
ATGAGAGTGATGGGGATCAGGAAGAATTATCAGTACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATGTTAATGATC------------TGTAGCACTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACACCACTTTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCTACACATGCCTGCGTACCCACAGACCCCAACCCACAAGAAGTAGTACTG---GTAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCAGGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATTTGGAAAATAGAACTAATAGTGGTAATAAT---------------------------------------------------------------------------ACCACTGATGGTAGC---------------TGGGAAGGAGAAATGAAAAATTGCTCTTTCAATATCACC---TCAAGCATAAGAGAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAATATGATATAATATCAATAGAAAAT---------------------------------AATAGTACC------------------------GAATATAGGTTAACAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AAGGATACAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATATCACGAACAATGCTAAAATCATAATAGTACAGCTAAATGAATCTGTAACAATTAATTGCGTAAGGCCCAACAACAATACACGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATACAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTATAACAAAATGGAATAACACTTTAAAACAGATAGTTGACAAATTAAGA---GAACAATTGGGG---------AAAAATAAAACA---ATAATCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAACTGTGGAGGGGAGTTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AATCTGACTAGTGCTGAAGGGTTA------------------AATGACACTGAAGGA---------------AATGACACA------------------------------CTCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGAG---------------------------------------AATGGGGACACT---GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAACAGTG---GGA---CTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCGTTG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAGCAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACACCAGCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGGAATGATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCCTAATATACAACTTAATTGAACAATCGCAGAACCAGCAAGAAAAGAATGAACAAGACTTATTGGAGTTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATAGTAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTCATTGTACTTACTATAGTGAACAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCAGTCAATTAGTGGATGGCTTCTTAGCACTGCTCTGGGTCGATCTGCGGAGCCTGTGCCGCTTCAGCTACCACCTCTTGAGAGACTTTCTCTTGATTGTAACGAGGATTGTGGAAATTCTGGGACGAAGG---------------GGGTGGGAAGCACTCAAATATTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCATAGCCATAGCAGTAGCTGAGGGAACAGATAGGGCTATAGAAATACTACAAAGA------------------ATTTTTAGAGCTTTTATCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1001.SPD.EU574964
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAAGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGACATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574950
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574943
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCATGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574982
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574965
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574937
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTACTTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACGGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574998
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574967
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGGGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574997
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574952
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574947
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574971
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGATCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATTAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574956
ATAAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574970
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGG-GACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574958
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTATTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTTATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574942
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574961
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGAATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574986
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTAAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGAAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574968
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574946
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574951
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574969
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574953
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGAAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574995
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574978
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGGAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGAAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574993
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574944
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574988
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574991
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574983
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574985
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCATAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGC-----TTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAAATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574957
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574960
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574980
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTAAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574972
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574940
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574981
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574948
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTAAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTAAATTATATAAATATAAAGTAGTAAAAATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAAAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAAAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574966
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGAAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTAAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGAAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574938
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATA---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574941
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574987
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGACATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTTTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574959
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574984
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574977
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTATTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTCAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574939
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574979
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAAATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574974
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574949
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574992
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574996
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTAAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGAACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574963
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGT----GCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574973
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTATATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574990
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574989
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAATTAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574954
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGA----ATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---GCACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGAAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAAAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574976
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574945
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574994
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574975
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574962
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGACATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGAAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGAATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1001.SPD.EU574955
ATGAGAGTGAAGGGGATCAAGAAGAATTATCAGCACTGG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGGATATTAATGATC------------TGTAGTGCTAAT---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAGGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATACAAAACAGAGATACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTAATG---AAAAATGTGACAGAAAATTATAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACTTACCGAATGGTAATTATACCAAT------------------------------------------------------------------------------------------AATGGTAGCGTGGGAGCAATGGAGAAAGGAGAAATGAAAAACTGCTCTTTTAAAGTTACC---ACACACATGAGAGAT------AAGATGCAAAAAGAATATGCATTGTTGTATAAACTTGATATAATACAAACAGAGGAT---------------------------------AATTCCAGC---------------------------TACAGGTTGATAAGTTGTAACACCTCAAGTGTTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AATCAAAAGAACTTCACTGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAAACAGTGCTAAAATCATAATAGTACAACTGAAAGAAACTGTAAAAATTGATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGGGACACTATGGAATAAAACTTTACATCAGATAGCTAAAAAATTAGGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACACAACTGTTTGGTAGTACTTGGGAGTTT---------AATAGTACTTGGAATGCTACC---------------------AATAACAGTACAGGA---------------AATGACACA------------------------------ATCACACTCCCATGCAGAATAAAACAATTTATAAACATGTGGCAAGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACCAATTAAATGTTTATCAAATATTACAGGGATACTATTAACAAGAGATGGAGGTAATGGTAAT---------AACACGACC---------------------------------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAGATTGAACCC---TTAGGAGTAGCACCC---ACTAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTACTAGGGGGACTCGGA---GCTGTG---TTCATT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTA---ACGCTGACGGTACAGGCCAGACAACTACTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATAAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAAAGAAATTGAT------AATTACACAGGCTTAATATATTCCTTAATTGAAGAATCACAAAACCAACAAGAAAAGAATGAACAAGAATTATTAGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTAACATAACACACTGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTAGTAGGTCTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAAAGACAGATCCGTGAGATTAGTGGATGGATTCTTAGCACTTATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCACTTGAGAGACTTACTCTTGACTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAGTAGTGCTATTAGCTTGCTCAACGCCACAGCGATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCCTGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGCTTTTGCTATAA

3.1006.SPD.EU575012
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575020
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575003
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575011
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575031
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575008
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575029
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGAGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575034
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575000
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTGCTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575010
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575004
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAGGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575025
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575039
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATGAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575026
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575024
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAACTAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575018
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575013
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575038
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575030
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU574999
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575028
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575015
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575040
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575027
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575036
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575023
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575001
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTG-CAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575022
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575033
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575032
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575016
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATAACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575017
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575002
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTAGTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575035
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACTATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575009
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575006
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCACCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575021
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575007
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575037
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575005
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGG--CAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575019
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGAAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1006.SPD.EU575014
ATGAGAGTGATGGGGATCAGGAGGAATTATCAACACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GAGAAA---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGATGATTTGGGGAATAATAGTACTAACAACAGT---------------------------------------------------------------------------------------------------AGTTGGGACAAGGGAGAGATGAAAAAATGCTCTTTCAATATCACC---ACAAGCATAAGAGGT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGTAAGAATGATAGTACC---------------AATACCAGC---------------------------TATAGGTTGATAAACTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGATAACCTTTGAGCCAATTCCAATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATAAGACGTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTGTCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATATAGTAATTAGATCTGAGAATTTCACGAACAATGCTAAAACCATAATAGTACAGCTGAAAGAATCTGTACAAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGACAAATAATAGGAGATATAAAAAGAGCATATTGTAACATT------AGTAGAACAAAGTGGAACAACACTTTAATACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGCT---------AATGTTACTGCA------------------------------AATAGCACGGAAGGA---------------AATGACACC------------------------------CTCATACTCCCATGCAAAATAAAACAAATTATAAACATGTGGCAAGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCCAAGGGATAATTAGCTGTTCATCAAATATCACAGGGCTATTATTAACAAGAGATGGTGGAAGTGAA------------------------------------------AACAGGCCTAACGAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---CTAGGAGTAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---ATGGGA---GCGTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTTTGGAAAGATACCTAAAGGATCAACAGCTCCTAGGGATGTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAAGTGATATTTGGGAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTCAAGAATCGCAGAGCCAACAAGGAAAAAATGAACTAGAATTATTGGCATTGGATAAGTGGGCAAGCCTGTGGAATTGGTTTGACATATCAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCAGGCAATTAGCAGCTGGATTCTTAGCACTTCTCTGGGTCGACCTACGGAGCCTGTGCCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAATGCTACAGCAATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGCAGTACAAAGA------------------ACTCTTAGAGCTATTCGCCACATACCTACAAGAATAAGACAGGGCTTTGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575061
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575049
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAG--CAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575081
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACCAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575058
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTGTG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACTACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575064
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGGCTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575082
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGCCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGGGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575057
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAGATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575070
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575067
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGGGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575076
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575079
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACAGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGAAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATAAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575083
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGAAGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575080
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575051
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCTGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575069
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575063
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGGGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575074
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTTTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575044
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575052
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575056
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575050
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575045
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575059
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575068
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575065
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575072
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575048
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575042
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAGAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575062
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575078
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGTGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575071
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCATTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTGATGTGCCTTGTGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575075
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTTCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575077
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575054
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTGTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGGGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575060
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575041
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575073
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGAAAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575047
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575043
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGG--ATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575053
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575055
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAGTCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAGAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1012.SPD.EU575046
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATATTGATGATC------------TGTAGTGCTGCA---------GCACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTATGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GCAAATGTGACAGAAAATTTTAACATGTGGAATAATACCATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGTCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAACGAATGCTACTAATATCAATGCTACTAAT------------------------------------------------------------------------------ATCAATAATAGTAGCGGGGGAGTGGAGAGTGGAGAAATAAAGAACTGCTCTTTCAACATCACC---ACAAGCGTAAGAGAT------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAACA------------------------------------AATGAGAGT---------------------AGCAAATATAGGTTGATAAGTTGTAACACCTCAGTCCTTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACAATGAAACGTTCAATGGGAAAGGACCATGTATAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAAAA---GAGGTAATAATTAGATCTGACAATTTCTCGGACAATGCTAAAAACATAATAGTGCAACTGAAAGAATATGTAAAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGATCAAAATGGAATGACACTTTAAAACAGATAGCTGCAAAATTAGGA---GAACAATTTAGG------------AATAAAACA---ATAATCTTTAATCCA---------TCCTCAGGAGGGGACCTAGAAATTGTAACGCACAGTTTTAACTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGGATTAGGGAGGGTAATAATGGTACTTGG------------------------------AATGGTACTATAGGGTTA------------AATGACACTGCAGGA------AATGACACA---------ATCATACTCCCATGTAAAATAAAACAAATTATAAACATGTGGCAGGAAGTGGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGATATTAACAAGAGATGGCGGTAAGGACGATAGT------AATGGGAGTGAG------------------ATCCTC------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCAGGGCAAGGAGGAGAGTGGTGCAAAAAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTATG---TTCCTT---GGG---------TTCTTAGGA---GCAGCAGGAAGCGCTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAATAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATATGCACCACTGATGTGCCTTGGGATACTAGTTGGAGT---------------------------AATAAAACTCTGGATGATATTTGGGGTAGTAACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCACAATATACACCTTACTTGAAGAAGCACAGTATCAACAGGAAAAGAATGAAAAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAATTAGGCAGGGATACTCACCATTATCGTTCCAGACCCAC---CACCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGTCGATTAGTGAACGGATTCTTAGCACTTATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGTCACGGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAGCACAAAGA------------------ATTGGTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1018.SPD.EU575120
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTAAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA
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3.1018.SPD.EU575115
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---AAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575087
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTT-CAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575121
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575085
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575131
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCGCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575108
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATCTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAATAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575126
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTAAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575119
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTAAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575093
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTAAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575090
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575086
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575095
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575107
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAGTTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575092
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTAAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575133
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575109
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575097
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTAAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAAAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575116
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGAAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTAAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAAAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575125
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575089
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAAATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGAAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACAACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGA---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575084
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575113
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575128
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ACAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGAAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCAAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAAAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTAAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575104
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575103
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATAAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575118
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAAGTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575110
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAAATTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575098
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTAAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGACCAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575105
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575099
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTGCAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAACAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575114
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575124
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGAGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCCCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575117
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575127
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575094
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATAATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGA---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAAAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGAAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575112
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGAAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTAAGGGGACAGATAGGGTTATAGAAATAGTACAAAAA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575101
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---AAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAGTTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575123
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575106
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575091
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575129
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTACTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575122
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAAGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1018.SPD.EU575102
ATGACAGTGATGGGGATCAGGAAGAATTGGCAACACTTA---------TGGAGATGGGGC------------------------ATGATGCTCCTTGGGATGTTAATGATC------------TGTAGTGCTGCA------------CAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGACGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTAACAGAAAACTTTAACATGTGGAAAAATGACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGCGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCTAAGTTGAATGGTACTAATGCCACT------------------------------------------------------------------------------------------------------ATAATAGAGACAGGAGAAATAAAAAACTGCTCTTTCAAAATCTCC---ACAATTGTAAAAGAT------AAGGTAAAGAAACAATATGCACTTTTTTATAGTCTTGATGTAATACCATTAGATGATAATGAT---------------------------AATAGTACT---------------------ACTAGCTATAGGTTGAGAAGTTGTAATACCTCAGTCGTTACACAAGCTTGTCCAAAGGTATCCTTCGAGCCAATTCCCATACATTATTGTACCCCAGCTGGTTTTGCAATTCTAAAGTGT---AATAATAAGACATTCAATGGAACAGGACCATGTAGAAATGTCAGCACAGTACAGTGTACTCATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCACAAACAATGCTAAAGTCATAATAGTACAGCTAAATGAAACTGTACTCATTAATTGTACAAGGCCCAACAACAATACAAGAAAGAGTATAGGTATGGGA------------CCAGGGAGA---GCATTTTATGCAACAGGAGACATAATAGGAGACATAAGACAGGCACATTGTAACGTT------AGTGAAGTAAAATGGAATAAGACTCTACAACAGATAGTTACAAAATTAAGA---GAACAATTTGGG---------GAAAATAAAACA---ATAGTCTTTCAAAAC---------TCCTCAGGAGGGGACCCAGAAATTATAACGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGAATTGG---------AATAGTACTCAGACT---------------------------AATAGTACTCAGACTAATAGCTGGCCA---AATGCCACT------------------------------ATCACACTTTCATGCAGAATAAAACAGTTTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGGGGACCAATAAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAACGGG------------AACGGCACCAAC------------------AACAACACC---GAGGTCTTCAGACCTACAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---ATAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACAATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACTATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCACAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCCCCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAAAATCTAAGTCAAATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTATACAGATTTAATATACAACTTAATTGAACAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGCATTGGATAAGTGGGCAAGCTTGTGGAGTTGGTTTGACATAACAAAATGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGATTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGGTATTCACCACTCTCGTTGCAGACCCAC---CTCCCAGCTCCGAGGGGA------CCCGACAGGCCAGAAGGAACCGAAGGAGAAGGTGGAGAGAGAGACAGAGACAGATCCGTGCGCTTAGTGGATGGCTTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTATAGCGAGGATTGTGGAAATTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAGTATTGGTGG---AATCTCCTGAAGTACTGG---------------------------------------------------AGCCAGGAACTACAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCTATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GTTGTTAGAGCTATTCTCCACATACCTAGAAGGATAAGACAAGGTTTAGAACTTTCTTTGCTATAA

3.1051.SPD.EU575160
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575145
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575148
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575150
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575147
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575176
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575178
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575169
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575144
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575142
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575173
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575167
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575155
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575135
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575171
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575175
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575141
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575151
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575139
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575182
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575154
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575163
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AATGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575177
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCTTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575140
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGGGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575138
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAGTTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575134
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAC------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575172
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ATCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575152
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCGCTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575153
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAGGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575146
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTGCTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575180
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575159
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAGTTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575161
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAACTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575174
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAAGTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCAAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575156
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAGTTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575183
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTAGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AATGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575158
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCATCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGATGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATGGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575179
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCCCTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACCATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCAT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------ATTAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAAT-TTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575168
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTAAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAAAGGAAAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGCAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAATACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575166
ATGAGAGTGATGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTACTGCA---------GGACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTATTACTTTAAATTGCACTGATGTGAATACTAATGGCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATCATAGTAAT------------------------AATGATAGT------------AGTAGCTATAGGAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTGAAATGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAAATTGGAATAACGCTTTAGAACAAATAGTTAAAAAATTAAAA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAATACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATAAC------------AACGCCACCAAC------------------AATGGCACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AATGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACAACTTACTTGAAGAATCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTACCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCAGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575181
ATGAGAGTGACGGGGATCAGGAAGAATTATCAACACTTG---------TGGAGATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGCGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGTCACCACTAATACTACTGGC------------------------------------------------------------------------ACCACTAATAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAGAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATATTAGTAGT------------------------AATAATAGT------------AGTAGCTATAGTAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGATTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTATACCAATTTATTGCGAAAGACCCAACAACAATACAAGAAGAAGTATACATATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAGGCATATTGTAAGCTT------AATAAAACAAATTGGAATAAAGCTTTAGAACAAATAGTTAAAAAATTAAGA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTACTTGGGGAGCT---------AATAGTAATTGGACT------------------------TGGAATAGTACTCAAGAGTTA------------AATGGCACTCAAGGA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAATGAC------------AACGCCACCAAC------------------AATGACACA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCCGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGACCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AGTCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTATTAGCTTGCTTAATGCCACAGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575149
ATGAGAGTGATGGGGATCAGGAAGAATTATCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGTCACCACTAATACTACTGGC------------------------------------------------------------------------ACCACTACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATAATAGTAGA------------------------AAT------------------AGTAACTATAGTAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGATTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCTCAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATACA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAGATTGGAATAAAGCTTTAGAACAAATGGTTAAAAAATTAAGA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTTCTTGGGGAGCT---------AATAGTAATTGGACT------------------------TTGAATAATACTCAAGAG---------------------------GGA---------------------GAGATCACACTCCAATGCAGAATAAAGCAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACTAATTAATTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAGGGGC------------AATGACAGGGAC------------------------ACA---GAGATCTTCAGACCCGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCCGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575164
ATGAGAGTGATGGGGATCAGGAAGAATTATCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGTCACCACTAATACTACTGGC------------------------------------------------------------------------ACCACTACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATAATAGTAGA------------------------AAT------------------AGTAACTATAGTAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGATTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCTCAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATACA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAGATTGGAATAAAGCTTTAGAACAAATGGTTAAAAAATTAAGA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTTCTTGGGGAGCT---------AATAGTAATTGGACT------------------------TTGAATAATACTCAAGAG---------------------------GGA---------------------GAGATCACACTCCAATGCAGAATAAAGCAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACTAATTAATTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAGGGGC------------AATGACAGGGAC------------------------ACA---GAGATCTTCAGACCCGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCCGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575137
ATGAGAGTGATGGGGATCAGGAAGAATTATCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGTCACCACTAATACTACTGGC------------------------------------------------------------------------ACCACTACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATAATAGTAGA------------------------AAT------------------AGTAACTATAGTAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGATTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCTCAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATACA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAGATTGGAATAAAGCTTTAGAACAAATGGTTAAAAAATTAAGA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTTCTTGGGGAGCT---------AATAGTAATTGGACT------------------------TTGAATAATACTCAAGAG---------------------------GGA---------------------GAGATCACACTCCAATGCAGAATAAAGCAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACTAATTAATTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAGGGGC------------AATGACAGGGAC------------------------ACA---GAGATCTTCAGACCCGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCCGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575143
ATGAGAGTGATGGGGATCAGGAAGAATTATCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGTCACCACTAATACTACTGGC------------------------------------------------------------------------ACCACTACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATAATAGTAGA------------------------AAT------------------AGTAACTATAGTAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGATTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCTCAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATACA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAGATTGGAATAAAGCTTTAGAACAAATGGTTAAAAAATTAAGA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTTCTTGGGGAGCT---------AATAGTAATTGGACT------------------------TTGAATAATACTCAAGAG---------------------------GGA---------------------GAGATCACACTCCAATGCAGAATAAAGCAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACTAATTAATTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAGGGGC------------AATGACAGGGAC------------------------ACA---GAGATCTTCAGACCCGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCCGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575170
ATGAGAGTGATGGGGATCAGGAAGAATTATCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGTCACCACTAATACTACTGGC------------------------------------------------------------------------ACCACTACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATAATAGTAGA------------------------AAT------------------AGTAACTATAGTAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGATTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCTCAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATACA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAGATTGGAATAAAGCTTTAGAACAAATGGTTAAAAAATTAAGA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTTCTTGGGGAGCT---------AATAGTAATTGGACT------------------------TTGAATAATACTCAAGAG---------------------------GGA---------------------GAGATCACACTCCAATGCAGAATAAAGCAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACTAATTAATTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAGGGGC------------AATGACAGGGAC------------------------ACA---GAGATCTTCAGACCCGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCCGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575157
ATGAGAGTGATGGGGATCAGGAAGAATTATCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGCGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGTCACCACTAATACTACTGGC------------------------------------------------------------------------ACCACTACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATAATAGTAGA------------------------AAT------------------AGTAACTATAGTAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGATTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCTCAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATACA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAGATTGGAATAAAGCTTTAGAACAAATGGTTAAAAAATTAAGA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTTCTTGGGGAGCT---------AATAGTAATTGGACT------------------------TTGAATAATACTCAAGAG---------------------------GGA---------------------GAGATCACACTCCAATGCAGAATAAAGCAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACTAATTAATTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAGGGGC------------AATGACAGGGAC------------------------ACA---GAGATCTTCAGACCCGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCCGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575165
ATGAGAGTGATGGGGATCAGGAAGAATTATCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACTAATGTCACCACTAATACTACTGGC------------------------------------------------------------------------ACCACTACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATAATAGTAGA------------------------AAT------------------AGTAACTATAGTAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGATTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGATCTGACAATTTCTCAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGTGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATACA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTAAGCTT------AATAAAACAGATTGGAATAAAGCTTTAGAACAAATGGTTAAAAAATTAAGA---GAACAATTTCAA---CCTAAAACAATAAATACA---ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGTACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCATTATTTAATAGTTCTTGGGGAGCT---------AATAGTAATTGGACT------------------------TTGAATAATACTCAAGAG---------------------------GGA---------------------GAGATCACACTCCAATGCAGAATAAAGCAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACTAATTAATTGTTCATCAAATATTACAGGGTTGCTATTAACAAGAGATGGTGGTAGGGGC------------AATGACAGGGAC------------------------ACA---GAGATCTTCAGACCCGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCG---GTAGGATTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCCGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGTCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACGGCCATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575136
ATGAGAGTGACGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCGAATACTAATGTCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATAATAATAGT------------------------AATACTAGT------------AGTAACTATAGTAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGATTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGAGCTGACAATTTCTCAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTACTCTT------AATAGAACAGATTGGAATAAAACTTTAGAACAGATAGTTAAAAAATTAAGA---AAACAATTTGGA---AATAAAACC------------ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGGAAACT---------AATAGTACTTGGACT------------------------GGGAATAAA------GAGTTA------------AATGACACTAAAGGA---------------------AATATCACACTCCAATGCAGAATAAAGCAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------ACCAAGAATAAC------------------AGTAGCCCA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCCGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGACCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AGTCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTATTAGCTTGCTTAATGCCACAGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1051.SPD.EU575162
ATGAGAGTGACGGGGATCAGGAAGAATTGTCAACACTTG---------TGGAAATGGGGA------------------------GCCTTGATCTTTGGGATATTGATGATC------------TGTAGTGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCTACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCAGGAGGATGTAATCAGTTTATGGGATCAAAGCCTAAAGCCCTGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGCGAATACTAATGTCACCACTAATACTACTGCC------------------------------------------------------------------------ACCACCACTAATAGTAGCGGGGAAATAGAGGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACC---TCAGGCATAAGAGAT------AAGATGCAAAAAGAATATGCATTCTTTTATAAACTTGATGTAGTACCAATAGATAATAATAATAGT------------------------AATACTAGT------------AGTAACTATAGTAGCTATAGGATGATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGATTTGCGATTCTAAAGTGT---AATAATAAGACGTTCAATGGAAAAGGAGAATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTGGTAATTAGAGCTGACAATTTCTCAGACAATGCTAAAACCATAATAGTACAGCTAAAAGACCCTGTACCAATTTATTGCGTAAGACCCAACAACAATACAAGAAGAAGTATAACTATAGGA------------CCAGGGAGA---GCATTTTATGCA---GGAGAAATAATAGGGAACATAAGAAAAGCATATTGTACTCTT------AATAGAACAGATTGGAATAAAACTTTAGAACAGATAGTTAAAAAATTAAGA---AAACAATTTGGA---AATAAAACC------------ATAAATTTTACTCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGGGAAACT---------AATAGTACTTGGACT------------------------GGGAATAAA------GAGTTA------------AATGACACTAAAGGA---------------------AATATCACACTCCAATGCAGAATAAAGCAAATTATAAACATGTGGCAGGAGGTAGGAAAAGCCATGTATGCCCCTCCCATCAGAGGACTAATTAGTTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAATGAC------------ACCAAGAATAAC------------------AGTAGCCCA---GAGATCTTCAGACCTGGAGGGGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---GTAGGAGTAGCACCA---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCGCTT---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGTTAGTTGGAGT---------------------------AATAAATCTGTGAATGAGATTTGGGAT---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AACTACACAGGCTTGATATACACCTTACTTGAAGAATCGCAGAACCAGCAAGAAAAAAATGAACAGGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTTCCATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCAGAAGGAATCGAAGGAGAAGGTGGAGAGAGAGACAGAAACACATCCGGACGCTCAGTGGATGGCTTCTTAGCAATTATCTGGATCGACCTACGGAGCCTGTGCCTCTTCATCTACCAGAGCTTGAGAGACTTACTCTTGATTGTAGCGAGGAGTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AGTCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAGCTAAAGAATAGTGCTATTAGCTTGCTTAATGCCACAGCCATAACAGTAGCTGAAGGGACAGATAGGGTTATAGAAATATTGCAAAGA------------------GCTTATAGAGCTATCCTCCACATACCTACAAGGATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575223
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575218
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575239
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---AAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGAAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGAA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGAAGTGGAAAAGAGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAAAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCAAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575189
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575195
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575210
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575192
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575202
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575194
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575238
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGCTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575187
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575214
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575215
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575233
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575226
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGCACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTA----------AACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575207
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575205
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575237
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575208
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575236
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575186
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575225
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575227
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAAAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575220
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575184
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGGCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575217
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575188
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575235
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575222
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACG---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAAT------------------AGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575201
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575196
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575216
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCC-GAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575230
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGACTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575209
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCC-AACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTACTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575242
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575193
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575191
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575231
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575200
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575240
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575185
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575229
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTACAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575197
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATTTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575206
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575203
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575241
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575221
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGAAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575219
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575243
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAAATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575211
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGG--ATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575199
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575228
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575212
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575204
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575198
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575190
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAAATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1053.SPD.EU575224
ATGAGAGTGAAGGAGATCAGGAGGAATTATCAGCACTTA---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATATTAATGATC------------AGTAGTGCTGCA---------GAACAATGGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGAAACCACCACTCTATTTTGTGCCTCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAATATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTCAAGAATACTACTAGCAATAAT------------------------------------------------------------------------------------------------------------GATATGAAGGCAGAAATGAAAAACTGCTCTTTTAATGTCACC---ACAAATATAAGAGAT------AAGATGCAGAAGGAATATGCACTTCTTTATAAACTTGATATAGTACCCATAGATCCTGAACAG---------------------------AATAATACC------------------------AGCTATAGGTTAATAAGTTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AACGATAATAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAGCTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGAAAATTTCACAGACAATATTAAAACCATGATAGTACAACTGAATGAAACTATAGAAATTAATTGTACAAGGCCCAGCAACAATACAAGCAAAAGCATACCTATAGGA------------CCAGGAAGG---GCATTCTATACAACAGACAGAATAGTAGGAGATATAAGACAGGCACATTGTAACATT------AGTGGAGCAAAATGGAATACCACTCTAAAACAGATAGTTGCAAAATTAAGA---GAACAATTTCCA------------AATAAAACA---ATTGTCTTTAATTCT---------TCCTCAGGAGGGGACCCAGAAATTGTAACTCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGGCTTGG---------AATAATACTGAAGAGTCA------------------------AATAACACTGAAGGA---------------AATAGCACAACA---------------------------ATCACACTGCAATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACAAATTAAATGTTTATCAAATGTTACAGGGCTGCTATTAACAAGAGATGGGGGTAATAAC------------AATGACACT---------------------------------GAAACCTTCAGACCTGGAGGAGGAAATATAAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAATAAAAATTAAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGAACATTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCATTG---ACACTGACGGTACAGGCCAGACTATTGTTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGTTAGTTGGAGTAAA------------------------AATAAAACTCTGGATGAGATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGGGAAATTGAC------AATTATACAGAAGTAATATACACCTTAATTCAAAACTCGCAGAACCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAGTGGAACAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCATTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGCAGAAGAAGGTGGAGACAGAGACAGCGCCAGATCCACGAGATTAGTACATGGCTTATTAGAACTCATCTGGGACGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGAGTTGTGGAGACTCTGGGGCGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGGGGG---AACCTGCTGCAGTATTGG---------------------------------------------------AGCCAGGAGCTAAAGAATAGTGCTGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGAATTATAGAAGTAATACAAAGA------------------TTTTTTAGAGCTATCCTCCACATACCTAGAAGAATAAGACAGGGCTTCGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575403
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575382
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTAATATAGTACCAATAGATGATGATGATACT------------------------AATGGTACT---------------AATAATGCTAGCTATAGGTTAATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGAAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGAAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAAAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTAGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTACTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTATGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTAAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGAAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAAAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575404
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575376
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575408
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575394
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAAACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575377
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACGGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575378
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575396
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGA-----CAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575400
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATGAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575387
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575406
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATTACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAAAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575399
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575374
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTACTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTGGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATATTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575385
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575380
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575386
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575398
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGT------GAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575402
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575381
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCACAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575405
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575392
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGAAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575410
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAAA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575401
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGG------------------------------AATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575389
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575390
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAAA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGG---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575393
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575391
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575409
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575388
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAAAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575383
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGAAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575412
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575397
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAA-ACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575375
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAGGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAAAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAAGGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAAAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575411
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575395
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAACTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575407
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.1059.SPD.EU575384
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTACACAAACTTAATATACAACCTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGTTATAA

3.1059.SPD.EU575379
ATGAGAGTGACGGAGATCAGGAAGAATTAC------TTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACGGCAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGTACTGATCTGGCGAATAATACCAATCTGGCGAATAATACCAAT------------------------------------------------------------------------AGTAGTATTAGTAGCTGGGAAAAAATGGAGAAAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAGTCATAAAAGAT------AAGATACAGAAAAACTATGCACTTTTTAATAGACTTGATATAGTACCAATAGATGATGATGATACT------------------------AATGTTACT---------------AATAATGCTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCAGCTGGTTTTGCGATTCTAAAGTGT---AATGATAAGAAATTCAATGGAACAGGACCTTGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGGTAGTAATTAGGTCTGAAAATTTCACGGACAATGTTAAAACCATAATAGTACAGCTGAACGAATCTGTAATAATTAATTGTACAAGGCCCAACAACAATACAAGAAAAAGTATAACATTTGGA------------CCAGGGAGA---GCATTCTATACAACAGGAGATATAATAGGAGATATAAGAAAAGCATATTGTAACATT------AGTAGTACACAATGGAATAACACTTTAAGACAGATAGCTAGAAGATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAATTCA---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATGGA---------AATGATACTGGAGAGTTT------------------------AATAACACTGGAAAA---------------AATATCACA---------------------------TATATCACACTCCCATGCAGGATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCGCAGGACAAATTAGATGTTCATCAAATATTACAGGGATACTATTAACAAGAGATGGTGGT------------------AATAGTAGCGAG------------------GACAAG------GAGATCTTCAGACCTGAAGGAGGAAATATGAGGGATAATTGGAGG---AGTGAATTATACAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAGAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATAACATTTGGAAT---AATATGACCTGGATGGAGTGGGATAGAGAAATTAAC------AATTAC---------------AACCTAATTGAA------------------------------------------GAATTGGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTGTTATACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CTCGACAGGCACGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGAAGATTAGTGGATGGATTCTTAACACTTATCTGGATCGATCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAATAGTACAAAGA------------------ATTTTTAGAGCTATCCTCCACATACCTACAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576121
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576144
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGATCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576123
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576132
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576117
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576122
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576111
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576112
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576148
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576134
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576149
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576145
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576133
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAATAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576113
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576114
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576126
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAA-TCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576124
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGA-TAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576143
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576131
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576115
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576130
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACATTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576139
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAAGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576140
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576147
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576129
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGATTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576128
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576146
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGAAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576142
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576137
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576120
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576118
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGGCATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576141
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAAGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576127
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576135
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAA-----------AACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAAA--AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576125
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGCATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576119
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576116
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576136
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATAGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9032.SPD.EU576138
ATGAGAGTGATGGAGATCAGGAGGAATTGTCAGCACTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGAATATTGATGATC------------TGTAGTGCTGCA---------AAAAAG---TGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAATAGTATTG---GGAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTCTAAATTGTAATAATGTTAATACTAATAATACCAATAATAGTACT---------------------------------------------------------------------------AACGCCACTATTAGTGACTGGGAAAAGATGGAGACAGGAGAAATGAAAAATTGCTCTTTCAATGTCACC---ACAAGCATAAGAGAT------AAGATAAAAAAGGAATATGCACTGTTTTATAAGCTTGATGTAGTACCACTAGAAAATAAAAATAATATT---------------------AATAATACT---------------AATATTACTAACTATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AACAGTAAGACATTCAATGGATCAGGACCATGTACAAATGTCAGTACAGTACAATGCACACATGGAATCAGGCCAGTGGTATCAACTCAACTGCTGTTAAATGGCAGTTTAGCAGAAGAA---GAGATAGTTATTAGATCTGAAAATATCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAGCTGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATACATATAGGG------------CCAGGGAGA---GCATTTTATGCAACAGGAGATATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAAAGCAAGATGGAATGAAACTTTAGGACAGATAGTTGCAAAATTAGAG---GAACAATTTCCA------------AATAAAACA---ATAATCTTTAATCAT---------TCCTCAGGAGGGGACCCAGAAATTGTGACACACAGTTTTAATTGTGGAGGAGAATTTTTCTACTGTAATACAACACCACTGTTTAATAGTACTTGG---------------AATAATACTCGGACTGAT------------------------GATTATCCT---------------------ACTGGGGGGGAACAA---------------------AATATCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCTCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGTAGAGATCAG---------AATGGTACT---------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCGCGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTTTT---ATCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCACCACTAATGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAAACTATAAATGAAATTTGGGAC---AACATGACTTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACACAACACATATACACCTTACTTGAAGTATCGCAAATCCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGATAGTTTGTGGAATTGGTTCAGCATATCAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAATAAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAGTCCCGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCGCCAGTGAACGGATTCTTAGCGATTTTCTGGGTCGACCTACGGAACCTGTTTCTCTTCCTCTACCACCGCTTGAGAGACTTACTCTTGATTGCAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGGAATCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGGTTATAGAAGTAGTACAAAGG------------------ATTGTTAGGGGTATCCTTCACATACCTACAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576200
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAACTATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576196
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAGGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576206
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTA---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576205
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576218
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576201
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AGTGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576213
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAAAAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576214
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576203
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576195
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576222
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576208
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAGTGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576197
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576210
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTAG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576215
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576212
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576219
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576199
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576202
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACATATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576217
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576207
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576192
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576211
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576194
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576193
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACTTGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576216
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576204
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576223
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGAAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576198
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAATGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576209
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576221
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCTTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCAAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAGGGGATAAT------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTTGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGCTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAAAT------------AATGGAACAGAG---------------------GCCCAGAACGAGACCTTCAGACCCGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAGAACTCACAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACAATTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAAGCATTACAAAGA------------------GCTGGTAGGGCTTTCATTCACATACCCACACGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9076.SPD.EU576220
ATGAGAGTGACGGAGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCTTGCTCTTTGGGATGTTAATGATC------------TGTAGTACTGCA---------GGAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAAACGCCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAAGATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGAGCAAAGCTTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGACGCGAAGAATGGTACTAATACCACC------------------------------------------------------------------------------------------GATAGTAGCGGGAAAGTGATAGAAAATGGAGAAGTAAAAAACTGCTCTTTCAATATCACC---ACAACTGTAAGAGAT------AAGGTGAAAAAAGAATATGCTCTCTTCTATAGACTTGATGTAGTACCAATAAAGGATAAC------------------------------AATGATAGT---------------------ACTAGCTATAGATTAATAAATTGTAATACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTACTGTGCCCCGGCTGGTTTTGCGATTCTCAAGTGT---AATAATGAGAGTTTCAATGGAACAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGACCAGTGGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAAAA---GAAGTAGTAATTAGATCTAAAAACTTCTCGGAAAATGCTGAAATCATAATAGTACAGCTAAATGCATCTGTACAAATTAATTGTACAAGGCCCAGCAATAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGG---GCATTTTATGCAACA---GACATAATAGGAGAAATAAGACAAGCACATTGTAACATT------AGTAGACAAAATTGGAATAACACTTTAAAAAAGATAGTTAGCAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAGTCTTTGATAAA---------CACTCAGGAGGGGATCCAGAAGTTGTAGCACACAGTTTTAATTGTGGAGGGGAATTCTTCTACTGTAATACAACGCAACTGTTTAATAGTACTTGGCATGCT---------AATGATACTTTGAATGATACTTTG------------------AATGGTGAGTCAAAT---------------AATGATACC------------------------------ATCACACTCCCATGCAGAATAAAACAAATTGTAAATATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAGGGACAAATTAGGTGTTCATCAAATATTACAGGGCTGCTATTAACAAGAGATGGTGGAAAAATT------------AATGGAACAGAT---------------------ACCCAGAACGAGACCTTCAGACCTGGAGGAGGAAATATGAGGGACAATTGGAGA---AGTGAATTATACAAATATAAAGTAGTAAAAGTTGAACCA---TTAGGAATAGCACCC---ACTAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTACTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGAATTTGGGGGTGCTCTGGAAAACTCATCTGCACCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATTACATTTGGGAA---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTCATATACACCTTACTTGAAAACTCGCAAAATCAGCAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTGTGGAATTGGTTTGACATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGTTTGATAGGTTTAAGAATAGTTTTTACTGTACTTGCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTGTCGTTTCAGACCCGC---CTCCCAGTCCCGGGGGAA------CCCGACAGGCCCGAAGGAATCGACGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACACTTAGTGAATGGATTCTTAGCAATTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACAAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAGTATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGCCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTCAACGCCATAGCCATAGTAGTAGCTGAGGGGACAGATAGGATTCTAGAGGCATTACAAAGA------------------GCTGGTAGAGCTTTCATCCACATACCCGTACGAATAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.PRB931.SPD.EU576570
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAGGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAGCCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576572
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576571
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGGGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACANANGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576568
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCNTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAGGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576585
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGTTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGGCAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576573
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTARAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576575
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576569
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAGCCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576581
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGAGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576584
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576583
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCACGGAAAGGGTTTTGGTATAA

3.PRB931.SPD.EU576579
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AATATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576580
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576576
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCANTA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTTCTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576586
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCAGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576582
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576577
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAGAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576574
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGAGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB931.SPD.EU576578
ATGAGAGTGAAGGGGATCAGGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCA---------GATAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCCAAATCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGAATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGACATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTAATTTGAATGCTACTAATACCAGTGGCACG---------------------------------------------------------------------------------------------------------GTGGAGAGAGCAGAAATGAAAAACTGCTCTTTCAATATCACC---ACTAGCCTAAGAGAT------AAGGTGCAGAGAGAATATGCACTTTTGTACAAACTTGATATAGTACCAATAGATAATACTACT---------------------------AATACTACC------------------------AACTATAGGTTAATCAGTTGTAACACCTCAACCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCAATACATTATTGTGCCCCGGCTGGTTTTGCGCTTCTAAAGTGT---AAAGATAAGAGGTTCAATGGAAAAGGACAATGTAACAATGTCAGCACAGTGCAATGTACACATGGCATTAAGCCAGTAGTATCAACTCAGCTGCTGTTAAATGGCAGTCTAGCTGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCTCGGACAATGCTAAAACCATAATAGTACAGCTGAAAGACTATGTAGAAATTAATTGTACAAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---GCATTTTATACAACAGGAGAAATAATAGGAAATATAAGACAAGCACATTGTAACATT------AGTAGAGGAAAATGGAATAACACTTTAAAACAGATAGTTGAAAAATTAAGA---AACCAATTTGGT------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAACACACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGCCTTGG---------AATGTTACTGAAGAGTCA------------------------AATAGCACTGAC------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACCAATTAGATGTTCATCAAATATTACAGGTCTGCTATTAACAAGGGATGGTGGG------------------AATACCATA---------------------AACGGAACT---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAAGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAAGGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAGATCTCTGGATGATATTTGGCAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTGGATAAATGGGCAAGTCTGTGGACTTGGTTTGACATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGGATAGTTTTTACTGTACTTTCTATAGTGAATAGAGTTAGGAAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGCGAGACAGAGACAGATCCGGTCGCTTAGTGGATGGCTTATTAGCAATTATCTGGATCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATAGTGGAACTCCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCAATAGTAGTAGCTGAGGGGACAGATAGGGTTATAGAAGCATTACAAAGA------------------GCTGGTAGGGCTATTATCCACATACCTAGAAGAATAAGACAGGGCGCGGAAAGGGCTTTGGTATAA

3.PRB958.SPD.EU576651
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576673
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATGCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576670
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576654
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGAAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576656
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCCACTCCACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576663
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGTCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576664
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAAGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576657
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576669
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACATG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576665
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576667
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576658
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576662
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATT-----------GTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576652
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576666
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576650
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGGTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576655
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576661
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTACCCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576653
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCCACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576671
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCATATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATTGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576659
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576668
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576672
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.PRB958.SPD.EU576660
ATGAGAGTGAAGGAGATCAGGAGGAGTTATCAGCACTTG---------TGGGGATGGGGC---ACCTTGCTATGGAAATGGGGCATGATGCTCCTTGGAATGTGGATGATC------------TGTAGTGCTAAA---------GAAAATTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGAAACAGAGGTGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTAAGCTTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAAGATATAATCAATTTATGGGATCAAAGTTTAAAGCCATGTGTAAAGTTAACCCCACTCTGTGTTACTTTAAATTGCAATGATGTGAAGGGTAATAATACCAATGCTAATTCTACTAGT------------------------------------------------------------------------------------------------ATGGAACCAGAAGAAATGAAAAACTGCTCTTTCAATATCACC---TCAGGCATAAGAGAT------AAGTTTCAGAAAGAATATGCAATTTTTTATAAATATGATATAGTACAAATAGATAATGAT------------------------------AATACTAGC---------------------------TATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGATAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCAATTCTAAAGTGT---AAAGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGCACACATGGAATTAAGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGCCAATTTCTCAGACAATGCTAAAAGTATAATAGTACAGCTGAAGGAACCAGTAGTAATTAATTGTACAAGACCTAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAAA---ACACTTTACGCAACAGGGGAAATAATAGGAGATATAAGACAAGCACATTGTAATCTT------AGTACTAAAGATTGGAATAACACTTTAGCACAGGTAGTTAGAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAAACTTTACTCAC---------TCTTCAGGAGGGGACCCAGAAATTATAATGCATAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAGGACTGTTTAATAGTACTTGGTAT------------AATGAGACTGAAAAGATA------------------------AATAGCACTACAAGTGAC---------------------------------------------AATATCACAACACTTCCATGCAGAATAAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAACTGTTCATCAAATATCACAGGGATGATATTAACAAGAGATGGTGGTAATAATAAT---------AACAGTAGC---------------------AATGACACG---GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCCCCC---ACCACGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAAGCCAGACAATTATTGTCTGGTATAGTGCAGCAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---GTCCTGGCTATTGAAAGATACCTAAAGGACACACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTACTGTGCCTTGGAATGATAGTTGGAGT---------------------------AATAAATCTCTAGACACAATATGGAAT---AACATGACCTGGATGGAGTGGGATAGAGAAATTAGC------AATTACACAAGCATAATATACAGTTTAATTGAAGAATCACAGAATCAACAAGAAAAGAATGAACAGGAACTATTGGAATTAGATAAATGGGCAAGTTTGTGGAGTTGGTTTGAAATAACAAATTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTTTAGTGAATAGAATTAGGCAGGGATACTCACCATTATCGTTTCAGACCCTC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGCAGATTAGCGGGTGGATTCTTAACACTTATCTGGATCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCGCCGCTTGAGAGACTTACTCTTGATTGCAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATACTCAAATATTTGTGG---AATCTCCTACAATATTGG---------------------------------------------------ATTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTCAACACCATAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAGGA------------------GCTGGTAGAGCTATCCTAGAAGAATAA

3.6248.SPD.EU575586
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575584
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575577
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575583
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAGGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575591
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575576
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575575
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGAAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575578
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGTAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTAAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATAAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAAAAATTGTAATGCACACCTTTAATTGTGGAGGGAAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGAAGATATGAGGGACAATTGGAGA---AGTAAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGAAAT---AACATAACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGAAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAAAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAAAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTAAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575582
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTCAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575573
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCATTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAG------------------------------------------------------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTATTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575581
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575574
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575585
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575589
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575588
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575580
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGGGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575579
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTCTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAGGGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575587
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575590
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.6248.SPD.EU575592
ATGAGAGTGACGGGGATCAAGAAGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAGTGCTGCAGAA------GAAAAATTGTGGGTTACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAGGCACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCTAACCCACAAGAAGTATTATTG------AATGTGACAGAAAATTTTAACATGTGGAAAAATGACATGGTAGAACAGATGCATGAGGATATAGTTAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAGAATTAACCCCACTCTGTGTTACTTTAACTTGCAGTGATGTGAATGTTACTAATGCCACTAATGCTAATAACAGT------------------------------------------------------------------------------AGTAATGGAGGGGAAACATTG------AAAGAAGTAAAAAACTGCACCTTTAATATTACC---ACAAACATAAAAGAT------AAGTTGCAGAGAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGGTAATAGT------------------------------AATGATACC---------------------------TATAGGATGATAAGTTGTAACACCTCAGTCATTAAACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTTTTGTGCCCCGGCTGGTTTTGCGATTCTGAAGTGT---AAGGATAAAAGATTCAATGGAACAGGACCCTGTAGAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAATATCAACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTTGAACAATGCTAAAACCATACTAGTACAGCTGAATGAATCTGTAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAAAGGTGTACATATAGGA------------CCAGAGAAA---GTATATTTTACAACA---AGCATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAAAGGAAAATGGGAGAACACTTTAAAAAGAGTAGTTAAAAAATTAAGA---GAACAATTTGGG------------AATAAAACA---ATAATCCTTAATCAA---------TCCTCAGGAGGGGACCTAGAAATTGTAATGCACACCTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACAAAACTGTTTAATAGTACTTGG---------------AACATTACTGAAGGGTCA------------------------AATAACACTGAAGGGTCA------------AATAACACTGAAGAA---------------------CTTATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGAGAGTAGGAAAAGCAATGTATGCCCCTCCCATCCGTGGACAAATTAAATGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGT------------------AATAGTAGCAGC------------------AACGGGTCA---GAAATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCGCCC---ACCAAGGCAAAAAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---TTAGGA---GCTTTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTAAAGGATCAACAGCTCCTGGGAATTTGGGGATGCTCTGGAAAACTCATTTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGC---------------------------AATAAATCTCTGGATAAAATTTGGAAT---AACATGACTTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACATAATATACAACTTAATTGAGGAATCGCAAAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTAATATAACACAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATATTCACCAATATCGTTGCAGACCCGC---CTCCCAGTTCCCAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATTCAGTCCATTAGCGGATGGATTCTTAGCACTCATCTGGGTCGATCTGCGGAGCCTGTGCCTCTTCAGCTACCATCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATGTTGGTGG---AATCTCCTACAATATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGGATTATAGAAATATTACAGAGA------------------ATTTTTAGAGCTATCCTTCACATACCTAGAAGAGTAAGACAGGGCTTAGAAAGGGCTTTGCTATAA

3.9022.SPD.EU575946
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575927
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCAGCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575929
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575940
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGAAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575947
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575931
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575930
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575945
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575933
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575949
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAAA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575938
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575939
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575942
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTAGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575932
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575948
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575943
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575934
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575936
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAGTTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575941
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAGGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575937
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTTAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575928
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9022.SPD.EU575935
ATGAAAGTGAAGGGGATCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ATCATGCTCCTTGGGATGTTAATGATC------------GGTAGT---ACA---------GAAAAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTTTATTTTGTGCATCAGATGCTAAAGGATATGATACAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGACCAGATGCATGAAGATATAATCAGTTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACTCCACTCTGTGTTACTTTAGATTGCACTGATGCTAATAGTACTAGTAATGCAACCCAGGGCAATGGGACTACTAAG---------------------------------------------------------------GCCCCTGATAGTAGCTGGGGAGAGATAGAGAGAGGAGAGATAAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAT------AAGGTGCAGAAAGAACATGCAAATTTTTATAAACTTGATTTAGTATCAATAGGTAATTCT------------------------------AATACTAGC---------------------ACTAGCTATAGGTTGATAAGTTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCTATACATTATTGTGCCCCGGCTGGTTATGCGATTCTAAAATGT---AATAATAAGACATTCAATGGATCAGGACCATGTACAAATGTTAGCACAGTACAATGTACACATGGAATAAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATTAGATCTGCCAATTTCTCAGACAATACTAAGACAATAATAGTTCATCTGAATGAATCTGTAACAATTAATTGTACAAGACTCGGCAACAATACAAGAAAAAGCATACCTATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGACATAAGAAAAGCACATTGTAACATT------AGTAGAACACAATGGAATAACACTTTAGAACAGGTAGTTATAAAATTAGGA---GAACAATATAAG------------AATAAAACA---ATAGTCTTTAATCAC---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACCTCACAACTGTTTAATAGCTCTTGGTATTCA---------AATGGTACTCGG------------------------------AATGGTACTGAAGAATCA------------AATGAC------------------------------CTTATCACACTCCCATGCAGAATTAAACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATTAGAGGACACATTAACTGTACATCAAATATTACAGGGCTGTTATTAACAAGAGATGGGGGTCAGAGT------------AATGAAACCAAG------------------GACGAG------GAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATA---ACGCTGACGGTACAGGCCAGGCTATTAATGTCTGGTATAGTGCAACAGCAAAACAATCTGCTGAGAGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---CTCCTAGCTGTGGAAAGATACCTAAAGGATCAACAGCTCCTGGGGATTTGGGGATGCTCTGGAAAGCTCATTTGCACCACTGCTGTGCCTTGGAATAATAGTTGGAGT---------------------------AATAAATCTCTAGATGATATTTGGGAT---CACATGACCTGGATGGAGTGGGACAGAGAAATTAAC------AATTACACAAGTTTAATATACACCTTAATTGAAGAATCGCAGCACCAGCAGGAAAAGAATGAAAAAGAATTATTAGAATTGGATAAATGGACAAGTTTGTGGAATTGGTTTACCATAACAAACTGGCTGTGGTATGTAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCAC---CTCCCAGCCCCGAAGGGA------CCCGACAGGCCCGGAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGGCCATTAGTGGATGGATTCTTAGCACTTATCTGGGTCGACCTACGGAGCCTGTGCCTCTTCAGCTACCACCGCTTGACAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATACGGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGTTTAACGCCACAGCCATAGCAGTAGCTGAGGGAACAGATAGAATTATAGAAATAGTGCAAAGA------------------GCTTTTAGGGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTTGAAAGGGCTTTACTATAA

3.9026.SPD.EU576018
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAA-TCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576022
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576012
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576015
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAAT------------------------------AATACTACA---------------------------------------AGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAAGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576019
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATGAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576020
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAAAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576026
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAAAATTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCCGAAGAGGAAGAATACTAACACCACTTTTACTAAT------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAATATCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATATGTTGACAAGTTGTAACGCCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGATAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGGCAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576021
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGTTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576024
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576016
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAAAATTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTGATCCGAAGAGGAAGAATACTAACACCACTTTTACTAAT------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAATATCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATATGTTGACAAGTTGTAACGCCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGTTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGAGA---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTTCTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGATAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGAATTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CTCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGGCAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTGCCTCTTCAGCTACCACCGATTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576014
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576025
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576017
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576023
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAGGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9026.SPD.EU576013
ATGAAAGTGAAGGGGATCAGGAAGAATTATCAGCACTGG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGAGC------------TGTAGTGTTGCA---------GAAGACTTGTGGGTCACAGTTTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTGTTTTGTGCATCAGATGCTAAGGCACATGATAAAGAGGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAGTAATATTG---GAAAATGTGACAGAGAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATTAATTTATGGGATCAAAGCCTAAAACCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAAGTGCACTGATCCGAAGAGGAAGGGTACTAACACCACTGTTAAT---------------------------------------------------------------------------ACCACTGATAATAGCGGGATA------------GGGGAAATGAAAAACTGCTCTTTCAATATCACC---ACAAGCATAAGAGAC------AAGCTGCAGAAAGAATATGCACTTTTTTATAAATATGATCTAGTACCAATAGATAATAATAATACTACT---------------------AACAGTACT------------------------AGCTATAGGTTGACAAGTTGTAACACCTCAGTCATTACACAGGCATGTCCAAAGGTAACCTTTGAACCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGC---AATGATAAAAAGTTCAATGGAACAGGACCATGTAAAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGTAGAAGAA---GAGATAGTGATTAGGACTGAAAATTACTCGAACAATGCTAAAACCATAATAGTACATCTGAATGACACTATAAAGATTAATTGTACAAGACCCAATAACAATACAAGAAAAAGTATACATATAGGA------------CCAGGGAGT---ACACTATATGCAACAGGAGAAATAATAGGAGACATAAGACAGGCACATTGTAACATT------AGTATTGCAGAATGGAATAAAACTTTAGAAAAGGTAGTTAGAAAATTAAAA---GAACAATTTAAG---------ATAAATAAAACA---ATAGCCTTTAAGCCA---------CCCTCAGGAGGAGACCCAGAAATTATAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATTCAACACCACTATTTAATAGTACTTGG---------------AATGTGACTGGTAGTACTACTTGG---------------ATAAATGGTACTGAAAGGTCA------------AATGACACG------------------------------GTCACACTCCAATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAATTGCACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTGGT---------------AACGGTAGCTTG------------------AGTGAGGAC---GAGACCTTCAGACCTGGGGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAAAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAGTG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAAAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTACTTGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTGGGAATTTGGGGTTGCTCTGGAAAAATCATTTGCAACACTGCTGTGCCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTGAGAGTGAGATTTGGCAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGACTTCATATACAGCTTACTTGAAGAATCGCAAATCCAACAAGAAAAGAATGAACATGAATTATTGGCATTAGATAAATGGGCAAATTTGTGGAGTTGGTTTAGCATAACAAACTGGCTGTGGTATATCAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAATTTTTGCTGTATTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCCTTATCGTTTCAGACCCAC---CGCCCAACCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGACAGAGACAGAGACAGATCCAGGCAATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAACCCTCAAATATTGTTGG---AATCTCCTACAGTATTGG---------------------------------------------------ATTCAGGAACTAAAGAAGAGTGCTATTAGCTTGCTGAATGCCATAGCCATAGCAATAGCTGAAGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------GCTGGTAGAGCTATTCTACATATACCTAGAAGAATAAGACAGGGCTTAGAAAGGGCTTTGCAATAA

3.9033.SPD.EU576158
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGCGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576159
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576150
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576157
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAAAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576163
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGGGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576160
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576166
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576161
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGCATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576169
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576151
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGACGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576153
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576162
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGGAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576154
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576164
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGACCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAAATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACTACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576167
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATATGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576168
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGAAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576155
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576156
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGAATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576165
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

3.9033.SPD.EU576152
ATGAGAGCGAAGGAGATGAGAAAGAATTGGCAGCACTTA---------TGGAGAGGGGGC------------------------ATCTTGATCTTGGGGATATTGATGATC------------TGTAATGCTGCAAAATCA---AAAAACTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAACAAACACCACTCTATTTTGTGCATCAGATGCTAAAGCTTATGATACAGAGGTACATAAT---GTCTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAAATAGTATTG---GAAAATGTGACAGAAAATTTTAACATGTGGAAAAATAACATGGTAGAACAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTGCTTTAAATTGCACTGATGTAGAGGGGAGGAATGAGACCAATGTCACTAGT---------------------------------------------------------------------------------------------------ACAGAGAAAGGAGAAATAAAAAATTGCTCTTTCAATGTCACC---ACAAATATAAAAAAT------AAGATGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAGATAATGGAAATAAGAGT---------------------AATTTTACT------------------------GACTATAGATTGATAACTTGTAATACCTCAGTCATTACACAAGCTTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACCATGTACAAATGTCAGTACAGTACAATGTACACATGGGATTAGGCCAGTGGTATCCACTCAACTACTGTTAAATGGCAGTCTAGCAGAGGAA---GAGATAGTGATTAGATCTGAAAATTTCACAGACAATGCTAAAACCATAATAGTACAGCTGAATGAAACTGTAGTAATTAATTGTACAAGACCCAACAACAATACAAGAAAAAGTATAAATATAGGG------------CCAGGGAGG---GCATTTTATGCAACAGGGGACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTGAAGCAAAATGGAATAACACTTTAAGAAAGGTAGTTACAAAATTAAGA---GAACAATTTGAG------------AATAAAACA---ATAATCTTTAATTCA---------CCTTCAGGAGGGGACCAAGAAATTGTATTTCACACTTTTAATTGTGGAGGGGAATTTTTCTACTGTGATACAACAAAACTGTTTAATAGTACTTGGCCTTGG---------AATGGTACTGAAGGG------------------------CCAAATATCACTGGAGGAGATACTAAC------ATTAACATT---------------------------AACATTACACTCCCATGCAGAATAAGACAAATTGTAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTTCATCAAATATCACAGGGTTGTTGTTAACAAGAGATGGAGGTAAC---------------AATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAGTAGCACCC---ACCGAGGCAAGGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCAGGCAAGA---GTCCTGGCTGTAGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCACCACTTCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGGAAACGATTTGGGAT---AACATGACCTGGATGGAGTGGGACAGAGAAATTAGC------AATTACACAAGCTTAATATACACCTTAATTGGAGAATCGCAGATCCAGCAAGAAAAGAATGAACTAGACTTATTAAAATTAGATACATGGGAAAGTTTGTGGAGTTGGTTTGACATATCAAACTGGCTGTGGTACATAAAAATATTCATAATGATAGTAGGAGGATTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAGTGAATAGACTTAGGCAGGGATACTCACCACTATCGTTCCAGACCCGC---CTCCCAGCCCCGAGGGGA------CCCGACAGGCCCGAAGGAACCGAAGAAGAAGGTGGAGAGAGAGACAGAGGCAGATCCGGTCCATTAGTGACTGGATTCTTCGCACTCATCTGGGTCGATCTGAAGAACCTGTGCCTCTTCATCTACCACAGCTTGAGAGACTTACTATTGATTGTGACGAGGATTGTGGAAACTCTGGGACGCAGG---------------GGGTGGGAAGTCCTCAAGTATTGTTGG---AATCTCCTGCTGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCAGTTAGCTTGCTTAATGCCACAGCAATAGCAGTAGCTGAAGGGACAGATAGGGTTATAGAAGCAGTACAAAGA------------------GGTTTTAGAGCTTTTCTCCACATACCTAGAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575359
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575335
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575351
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575350
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGCACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575372
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575343
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAAAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575331
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575342
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTATGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575334
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGA---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCATCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575337
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575362
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCCAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575371
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATA-GATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575358
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCCAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGAATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575330
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575340
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575370
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAACGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAAAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTAAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGAAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575339
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575360
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGACTTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTAAGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTGAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575369
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575348
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGCATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575356
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAAAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575365
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGAAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTAAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575361
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575373
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575345
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575352
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575357
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575364
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTACTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTATTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575367
ATGAGAGTGAAGGGGGTCAGGAGGAATTGTCAGCACTCA---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575347
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575368
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGG---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575353
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575366
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575332
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575349
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGCATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575363
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTATAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTATACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGAGAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575344
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTATACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575333
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATCTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575355
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTA---TTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAG---GTTACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACAGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT-------GTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTGTAA

4.1058.SPD.EU575354
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575346
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTTACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGGCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575341
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAAGTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575336
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575329
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGG-CCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA------------------------------------------------------AATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.1058.SPD.EU575338
ATGAGAGTGAAGGGGATCAGGAGGAATTGTCAGCACTCG---------TGGAGATGGGGC---ACTACGCTC------------ACCATGCTCCTTGGAATATTGATGATC------------TGTAGAGCTGCA---------GAACAGTTGTGGGTCACAGTCTACTATGGGGTACCTGTGTGGAGAGAAGCAAAAACCACTCTATTTTGTGCGTCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAACCCACAAGAACTAGTATTG---GTAAATGTGACAGAAAACTTTAATGCATGGGAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACTTTAAATTGCAATGATTTAAATACCACCACTAGTAATACCACT---------------------------------------------------------------------------------------GGTACTGAAGGGTTAACAATGGATAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACATAAGCAAT------AAGAAGCAGAAACAGTATGCACTTTTTTATAAACTTGATGTAGTACAAATGAATAATAAT------------------------------AATAATAGC---------------------------TATAGGCTGATAAGTTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATATATTATTGTGCCCCAGCTGGGTTTGCGATTCTAAAATGT---AATGATAAATCGTTCAGTGGAAAAGGAGAATGTAAAAATGTCAGCACAGTGCAATGTACACATGGAATTAGGCCAGTAGTATCTACTCAATTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GATGTAATAATCAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAACGAAACTGTAGATATTCACTGTATAAGGCCCAACAATAATACAAGAAAACGTATAACTATGGGA------------CCAGGGAAA---GTATATTATACAACAGGACAAATAATAGGAGATATAAGACAAGCACATTGTAACCTT------AGTGAAGCAAAATGGAATAACACTTTAAGAAGGGTAGTTAGAAAATTAAGA---GAAAAATTT---------------AATAAAACA---ATAGTCTTTAATCAA---------TCCTCAGGAGGAGACCCAGAAATTGTAATGCACACTTTTAATTGTGGAGGGGAATTTTTCTATTGCAACTCAACCAAACTATTTAATAGCATTTGGGATAAT---------AATAAAGATAGCACTAAAACAAATGAACCA------------AATGATGGAAAA-------------------------------------------------------ATATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGGAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGCAAGAAC------------AATGGCACT---------------------AATGGGACC---GAGGTCTTCAGACCTGGAGGAGGAAATATGAAGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCACGGCAAAGAGACGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG------ACACTAGGA---GCTCTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAACAACTTGCTGAGGGCTATTGAGGCGCAACAACATCTGTTGCAACTCACGGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTAGAGGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTAGGAGTGAGATTTGGAAT---AACATGACCTGGATGCAATGGGACAAAGAAATTCAT------AATTACACAAACTTAATATACACCTTAATTGGAGAATCGCAAATCCAGCAAGAAAAAAATGAACAAGAACTATTGGGATTAGATAAATGGGCAAGTTTGTGGAATTGGTTTGACATAACAAAATGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTAAGAATAGTTTTTACTGTACTTTCTATAATGAATAGAGTTAGGCAGGGATACTCACCATTATCATTTCAGACCCGC---CTCCCAACCCAGAGGGGA------CCCGACAGGCCCGAAGGAACAGAAGAAGAAGGTGGAGAGAGAGACAGAGACAGATCCGGACCATTAGTGGATGGATTCTTAGCAATCATCTGGGTCGATCTACGGAGCCTGTGTCTCTTCCTCTACCACCGATTGAGAGACTTACTCTTGATTGTGACGAGGACTCTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGATCCTCAAATATTGGTGG---AATCTCCTACAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAACGCCACAGCCATAGCAGTAGCTGAGGGGACAGATAGGGTTATAGAAATAGTACAAAGA------------------ACTTTTAGAGCTATCCTCCACATACCTGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576102
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576104
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATACGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGAAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTAAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576098
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTGTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAATAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576092
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576095
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGGTCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576105
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTA-TAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576091
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576097
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCATTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTT---AATAGTACTTGG---------------------------------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576109
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTGAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576099
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGAAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576108
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAATATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576096
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTGGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576103
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAA-GA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576107
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTGCTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576101
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATAATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576093
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576106
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576094
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAAG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576110
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAATGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCTGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAAAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

4.9031.SPD.EU576100
ATGAAAGCGAAGGAGACCAGGAGGAATTATCAGCACTTG---------TGGAGATGGGGC------------------------ACCATGCTCCTTGGGATGTTGATGATC------------TGTAATGCTGCA---------GAACAGTTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATACTACAGAGGCACATAAT---GTTTGGGCCACACACGCCTGTGTACCTACCGACCCCAACCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAGATTTTAATATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAGTTTATGGGATCAAAGCCTAAAGCCATGTGTAAAATTAACCCCACTCTGTGTTACGTTAAATTGCACTGATGTGGTGAAGAATGTTACCACTGATAATAATACCAATGGCACTAATACCACTGTTGCTAAT------------------ATCACTGCTACTAGTGCCACTGTTACTAATACCACTAGTAGTAGTTGGGAGACAGTAGAGAAAGGAGAAATAAAAAACTGCTCTTTCAGTGTCACT---TCAGGAATAAGAGAC------AAGGTGCAGAAAGAATATGCACTTTTTTATAAACTTGATATAGTACCAATAAAAAATGATAATAAAGAGACTAGCTATGAT---------AATACTAGC---------------------------TATAGGTTGATAAGTTGCAATACCACAGTCATTACACAAGCCTGTCCAAAGGTATCCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAATGT---AATCAGAAGAAGTTCAATGGAACAGGGCCATGCAAAAATGTCAGCACAGTACAATGTACACATGGAATTAAGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGCAAATTTCTCGAACAATGCCAAAACCATAATAGTACAGCTGAATGAGTCTGTACAAATTACTTGTATGAGACCCAACAACAATACAAGAAAAGGTATACATATAGGA------------CCAGGGGGA---GCATTTTATGCAACAGGAGACATAATAGGAAACATAAGACAAGCACATTGTAACATT------AGTAAAGTAGCATGGAATAACACTTTAAGACAGATAGCTATAAAACTAAGA---GAACAATTTAAA------------AATAAAACA---ATAGTCTTTAACCAA---------TCCTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAATTTTTCTACTGTAATACAACACAACTGTTTAATAGTACTTGGAATACAACACAACTTAATAGTACTTGG------------------------------AATGTTGCAGGAGGGTCA------------AATACTACAGAG------------------------AATATCACACTCCAATGTAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGCAAAGCAATGTATGCCCCTCCCATCAGTGGAATAATTCAATGTACATCAAATATTACAGGGCTACTATTAACAAGAGATGGTGGTACA---------------AACAATACA---------------------AACGGTAGC---GAGATTTTCAGACCTGGAGGAGGAGATATGAAGGACAATTGGAGA---AGTGAATTATATAAATACAAAGTAGTAAAAATTGAACCA---TTAGGAGTAGCACCC---ACCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA------ACACTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACGATGGGCGCAGCGTCAATG---ACGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATCTGCTGAGAGCTATTGAGGCGCAACAACATCTGTTGCAACTCACAGTCTGGGGCATCAAACAGCTCCGGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACAGGATCAACAGCTCCTAGGGATTTGGGGTTGCTCTGGAAAACTCATTTGCCCCACTACTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTCTGAATCAGATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAAAGAAATTGAC------AATTACACAAGCTTAATATACACCTTAATTGAAGAATCGCAGAACCAACAAGAAAAGAATGAACAAGAATTATTGGAATTAGATAAGTGGGCAAGTTTATGGACTTGGTTTAGCTTAACAAACTGGCTGTGGTATATAAGAATATTCATAATGATAGTAGGAGGCTTGGTAGGTTTAAGAATAGTTTTTGCTGTACTTTCTATAGTAAATAGAGTTAGGCAGGGATATTCACCATTATCGTTTCAGACCCTC---CTCCCAATCCCGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGGAGGTGGAGAGAGAGACAGAGACAGATCCACAAGATTAGTGAACGGATTCTTAGCACTCATCTGGGACGACCTACGGAGCCTGTGCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAGCGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAGGGTCTCAAGTACTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------GGTCAGGAACTGAAGAATAGTGCTGTTAGCTTGTTCAATGCCATAGCTATAGCAGTAGCTGAGGGGACAGATAGGATTATAGAAGTAATACAAAGA------------------CTTGGTAGAGCTTTTCTCAACATACCTAGAAGAATACGACAGGGCTTCGAAAGGGCTTTGCTATAA

5.63215.SPD.EU575698
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575689
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGAAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575688
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575690
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575706
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGGT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575703
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575699
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575695
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---AAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575704
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAAAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAGGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575692
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGCTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575693
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGT---------------------------------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575701
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575697
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTCTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575702
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGAAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTAATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575696
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575691
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575694
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.63215.SPD.EU575700
ATGAGAGTGAAGGGGATCAGGAAGAATTGTCAGCTCTTG---------TGGAGAGGGGGC------------------------ATCTTGCTCCTTGGGATATTGATGATA------------TGTAATGCTACA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTCTGTGCATCAGATGCTAAAGCATATGAGACAGAAGGGCATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAAAATTG---GAAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGATCAGATGCATGAGGATATAATCAATTTATGGGATCAAAGTCTAAAGCCATGTGCAAAATTAACCCCACTCTGTGTTACTTTAAATTGCACTAATGTGAATGCTACTAATACCAATAATAGTAGC---------------------------------------------------------------------------------------------------GGGATAGAGGGAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGGAGTAAGAGAT------AAGGTGCAGAGTGATTATGCAATTTTTTCTAAACTTGATGTAGTACCAATAGATGATAGAGATAGT------------------------AATACTAGC---------------------------TATAGGTTGATAAATTGTAACACCTCAGTCATTACACAAGCCTGTCCAAAGGTAAGCTTTGAGCCAATTCCCATACACTATTGTGCCCCGGCTGGTTTTGCGATTCTAAAGTGT---AAAGATAAGAAGTTCAATGGAAAAGGACTATGTACAGAGGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTACTGTTAAATGGCAGTCTAGCAGAAGAA---GAGATAGTAATTAGATCTGAAAATTTCTCGGACAATGCTAAAACTATAATAGTACAGCTGAATAAATCTATAGAAATTAATTGTACAAGACCCAACAACAACACAAGAAGAAGTATACCTATAGGA------------CCAGGGAGA---GCATTTTTTGCAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGAGCAAAATGGAATGAAAATTTAAAACAGATAGCTAAAAAATTAAGA---GAACAATTT---------------AATAAAACA---ATAGTCTTTAAGCAA---------CACTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTAGAGGAGAATTTTTCTACTGTAATACAACTCAACTGTTTAATAGTACTTGG---------------AATGGT------------------------------------AATGATACTGAAGGGTCA------------AATACCACTGAAGAA---------------------AATATCACACTCCCATGCAGAATAAAACAAATCATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAGAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTGTTAACAAGAGATGGTGGCGCA---------------GATAGTACAAAC------------------------------GAGACCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTAAGAATTGAACCA---TTAGGAATAGCACCC---TCCAAGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAGTG---GGA---ATAGGA---GCTGTG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCAATG---GCGCTGACGGTACAGGCCAGACAATTATTGTCTGGTATAGTGCAACAGCAGAACAATTTGCTGAGGGCTATTGAGGCGCAACAGCATATGTTGCAACTCACAGTCTGGGGCATCAAGCAGCTCCAGGCAAGA---GTCCTGGCTGTGGAAAGATACCTACATGATCAACAGCTCCTGGGGATTTGGGGTTGCTCTGGAAAACTCATCTGCACCACTACTGTACCTTGGAATACTAGTTGGAGT---------------------------AATAAATCTCTGAATACAATTTGGAAT---AACATGACCTGGATGGAGTGGGAAAGAGAAATTGAC------AATTACACAGGCATAATATACTCCTTAATTGAAGAATCGCAGAACCAACAAGAAAAAAATGAACTAGAATTATTGGAATTGGACAAATGGGCAGGTTTGTGGAATTGGTTTGATATAACAAACTGGCTGTGGTATATAAAAATATTCATAATGATAGTAGGAGGCTTGATAGGTTTTAGAATAATTTTTGCTGTACTTTCTATAGTGAATAGAGTTAGGCAGGGATACTCACCACTATCATTTCAGACCCGC---CTCCCAACCCGGAGGGGA------CCCGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAGAGAGACAGAGACACATCCGGACGATTAGTGGATGGCTTCTTGACACTTATCTGGAGCGATCTCAGGAGCCTGAGCCTCTTCGGCTACCACCACTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAGCCCTCAAATATTGGTGG---AATCTCCTGCAGTATTGG---------------------------------------------------AGTCAGGAACTAAGGAATAGTGCTACTAACTTGCTTAATACCATAGCTATAGCAGTAGCTGAGGGGACAGATAGTGTTATAGAATTATTGCAAAGA------------------ATTGGTAGAGCTATTCTCCACATACCTAGAAGAATAAGACAGGGCTTAGAAAGGCTTTTGCTGTAA

5.9019.SPD.EU575866
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTCTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575867
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGG---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTATAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575851
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGTA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575861
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------GATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575858
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575850
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575859
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGGCCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575862
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575865
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575856
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGCCACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575854
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575860
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGATGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575852
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCAGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575855
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAGCTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575857
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAA--AAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGCCACT------------------------------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575864
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTGGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

5.9019.SPD.EU575863
ATGAAAGTGAAGGGGATCAGGAAGAGTTGTCGGCACTTG---------TGGAGGTGGGGC------------------------ACCATGCTCCTTGGGATGTTAATAATC------------TATAGTGCTGCA---------GAACAATTGTAGGTCACAGTCTATTATGGGGTACCTGTGTGGAAAGAAGCAACCACCACTCTATTTTGTGCATCAGATGCTAAAGCATATGATACAGAAGTACATAAT---GTTTGGGCCACACATGCCTGTGTACCCACAGACCCCAGCCCACAAGAAGTAGTATTG---GGAAATGTGACAGAAAACTTTAACATGTGGAAAAATAACATGGTAGAACAAATGCATGAGGATATAATCAGTTTATGGGATCAAAGCTTAAAACCATGTGTAAAACTAACCCCACTCTGTGTTACTTTAAATTGCACTGATGTGAATACCACTGATTCAAAGAATACTACTAAT---------------------------------------------------------------------------ACCACTAATAGTGGCGGGGAAAAGATGGAAAAAGGAGAAATGAAAAACTGCTCTTTCAATATCACC---ACAGACTTAAGAGAT------AAGTGGCAGAAGGTATATGCAACTTTTTATAAACTTGATGTAGTACCAATAAATAATAATAATAGT------------------------AATAAGAGT------------AGTAATTGGACCAGCTATAGATTGATAAGTTGTAACACTTCAGTCATTACACAAGCCTGTCCAAAGGTAACCTTTGAGCCAATTCCCATACATTATTGTGCCCCGGCTGGTTTTGCGATTTTAAAGTGT---AACAATAAGACGTTCAGTGGAAAAGGACCATGTACAAATGTCAGCACAGTACAATGTACACATGGAATTAGGCCAGTAGTATCAACTCAACTGCTGTTAAATGGCAGTCTAGCAGAAGAA---GAGGTAGTAATTAGATCTGACAATTTCACGGACAATGCTAAAACCATAATAGTACAACTGAATGAATCTGTAGTAATTAATTGTACAAGACCCAGCAACAATACAAGAAAAAGTATAACCATAGGA------------CCAGGGAGA---GCATTTTATACAACA---GACATAATAGGAGATATAAGACAAGCACATTGTAACATT------AGTAGCGCAAAATGGAATAACACTTTAAAACAGATAGTTAAAAAATTAAGA---GAACAATTTAAG------------GATAAAACA---ATAGTCTTTAAGCAC---------TCTTCAGGAGGGGACCCAGAAATTGTAATGCACAGTTTTAATTGTGGAGGGGAGTTTTTCTACTGCAATACAACAGCACTGTTTAATAGTACTTGG---------------AATAATACTGAATGGTCA------------------------AATGACACTAGGTCA---------------AATGACACTAGGTCA------AATGCCACT---------ATCACACTCCCATGCAGAATAAAACAAATTATAAACATGTGGCAGGAAGTAGGAAAAGCAATGTATGCCCCTCCCATCAAAGGACAAATTAGCTGTTCATCAAATATTACAGGGCTGTTATTAACAAGAGATGGTGGCAGTAGC------------AATGATAGCACG------------------AACGGGACCACCGAGATCTTCAGACCTGGAGGAGGAGATATGAGGGACAATTGGAGA---AGTGAATTATATAAATATAAAGTAGTACAAATTGAACCA---TTAGGAGTAGCACCC---AGCAGGGCAAAGAGAAGAGTGGTGCAGAGAGAA---AAAAGAGCAATA---GGA---CTAGGA---GCTATG---TTCCTT---GGG---------TTCTTGGGA---GCAGCAGGAAGCACTATGGGCGCAGCGTCACTA---ACGCTGACGGTACAGGCCAGACTATTATTGTCTGGTATAGTGCAACAGCAGAGCAATCTGCTGAGGGCTATTGAGGCGCAACAGCATCTGTTGCAACTCACAGTCTGGGGCATTAAGCAGCTCCAGGCAAGA---CTCCTGGCTGTGGAAAGATACCTAAAGGATCAACAGCTCATGGGGATTTGGGGTTGCTCTGGAAGACTCATCTGCACCACTGCTGTGCCTTGGAATGCTAGTTGGAGT---------------------------AATAAATCTTATGAGGATATTTGGGAG---AACATGACCTGGATGCAGTGGGAAAGAGAAATTAAC------AATTACACTGACTTAATATACAACTTAATTGAAAAATCGCAGAACCAGCAAGAAAAGAATGAACAAGATTTATTGGAATTGGATAAATGGGCAAGTTTGTGGACTTGGTTTGACATATCAAATTGGCTGTGGTACATAAGAATATTCATAATGATAGTAGGAGGCTTAGTAGGTTTAAGAATAGTTTTTACTGTGCTTTCTATAGTGAGTAGAGTTAGGCAGGGATACTCACCATTATCGTTTCAGACCCGC---CTCCCAGCCCAGAGGGGA------CCAGACAGGCCCGAAGGAATCGAAGAAGAAGGTGGAGAAGGAGACAGAAACAGATCCAGGCGTTTAGTGGATGGATTCTTAGCACTTATCTGGGACGACCTGCGGAGCCTGTTCCTTTTCAGCTACCACCGCTTGAGAGACTTACTCTTGATTGTAACGAGGATTGTGGAACTTCTGGGACGCAGG---------------GGGTGGGAAATCCTCAAATATTGGTGG---AATCTCCTCCAGTATTGG---------------------------------------------------AGTCAGGAACTAAAGAATAGTGCTGTTAGCTTGCTCAATACCACAGCCATAGCAGTAGCTGAGGGGACAGACAGGATTATAGAAGTGTTACAGAGA------------------ATTTTTAGAGCTATTATCCACATACCAGTAAGAATAAGACAGGGCTTGGAAAGGGCTTTGCTATAA

