S1 File. Full length sequences of TaPSY1 (7DL, 7BL, and 7AL), TaPSY2 (5BS, 5DS, and 5AS), and TaPSY3 (5DL, 5AL, and 5BL) genes. 

>TaPSY1_7DL
ATGCAGCAGATGGCCACCACCGTCACGCTGCTGCTCGGGGCAGCCTCGTCCCCAGCCTCGCCGCCGGTGATGGCGCCGCGCGGGACGGCTTCCAGCGCTCCCGCCTGCTGCCCAAGAAGCGGCAGCAGAGGCAACGCTGGGTGCTCTGCTCGCTCACGTACGGCTGCCTCGGCCTCGGCGAGCCGGGGGAGGCGGGCGGCCGGAGCGCGGCGTCCCCGGTGTACTCCAGCCTCACCGTCAGCCCCGGCGGCGACGCGGCCGTCGCCGTCGTCTCGTCGGAGCAGAAAGTGTACGACGTGGTGGTGAAGCAGGCGGCATTGCTCAAGCGCCAGCTGCGCCCGCAGCAGCAGCAGGCGGCGCCGCCCGCCGTCGCCAGGGAGATGGACGCGCCGCGCGGCGGGCTCGGGGAGGCCTACGCCCGCTGCGGCGAGATCTGCGAGGAGTACGCCAAGACCTTCTACCTCGGGACCTTGCTGATGACGGAGGAGCGGCGGCGCGCCATATGGGCCATCTACGTGTGGTGTAGGAGGACAGACGAGCTGGTGGACGGGCCGAACGCGTCGCACATCACGCCGCAGGCGCTGGACCGGTGGGAGAGGAGGCTGGAGGACCTCTTCGCCGGGCGCCCCTACGACATGCTCGACGCCGCGCTCTCCGACACCATCACCAAGTTCCCCATAGATATTCAGCCCTTCAAGGACATGATCGACGGGATGCGGACGGACCTTAAGAAGGCGAGGTACAAGAACTTTGACGAGCTCTACATGTACTGCTACTATGTTGCCGGCACCGTGGGGTTGATGAGCGTCCCGGTGATGGGCATTGCGCCGGAGTCCAAGGCGACAGCCGAGAGCGTCTATGGCGCCGCTCTGGCTCTTGGCCTCGCGAACCAGCTCACCAACATACTCAGGGATGTTGGAGAAGATGCAAGAAGAGGGAGGATATATTTGCCACAAGACGAGCTTGCGGAGGCGGGGCTCTCCGATGAAGACATCTTCAAAGGAGTCGTCACCGACAAGTGGAGGAAATTCATGAAGAGGCAGATCAAGAGGGCGAGGATGTTCTTCGAGGAGGCGGAGCGAGGGGTGACTGAGCTTAGGAAGGAGAGCCGGTGGCCGGTTTGGGCCTCTCTGTTGTTGTACCGGCAGATCCTCGATGAGATCGAAGCGAATGACTACAACAACTTCACCAAGAGGGCCTATGTTGGGAAGGCGAAGAAGGTGCTTGCGCTCCCTGTCGCGTACGGGAGATCGCTGCTCTTACCGTATTCACTGAGAAATAACCAGACCTAG
>TaPSY1_7BL
ATGCAGCAGATGGCCACCACCGTCACGCTGCTGCTCGGGGCAGCCTCGTCCCCCGGTGATGGCGCCGCGCGGGACGGCGTCCAGTGCTCCCGCATGTTGCCTAGGAGGAGGCAGCAGAGGCCGCGGTGGGTGCTCTGCTCGCTCAAGTACGGCTGCCTCGGCGTCGGCGAGCCGGGGGAGGCGGGAACCCGGAGCGCGGCGTCGCCGGTCTACTCCAGCCTCACCGTCAGCCCCGGAGGCGACGCCGCCGTCGCCGTCGTCTCGTCGGAGCAGAAGGTGTACGACGTGGTGGTGAAGCAGGCGGCATTGCTCAAGCGCCAGCTCCGGCCACAGCAGGCGGCGCCGCCCGCCGTAGCCAGGGAGCTGGACGCGCCGCGCGGTGGGCTCGGGAAGGCCTACGCCCGCTGCGGCGAGATCTGCGAGGAGTACGCCAAGACCTTCTACCTCGGGACCTTGCTGATGACAGAGGAGCGGCGACGCGCCATATGGGCCATCTACGTGTGGTGCAGGAGGACAGACGAGCTGGTGGACGGTCCCAACGCGTCGCACATCACGCCGCAGGCGCTGGACCGGTGGGAGAGGAGGCTGGAGGACCTCTTCGCCGGGCGCCCCTACGACATGCTCGACGCCGCGCTCTCCGACACCATCACCAAGTTCCCCATAGATATTCAGCCCTTCAAGGACATGATCGACGGGATGCGGACGGACCTCAAGAAGGCAAGATACAAGAACTTCGATGAGCTCTACATGTACTGCTACTACGTCGCAGGCACGGTGGGGCTGATGAGCGTCCCGGTGATGGGCATTGCGCCCGAGTCCAAGGCGACGGCTGAGAGCGTCTACGGCGCCGCTCTGGCTCTCGGGTTGGCGAACCAGCTCACCAACATACTCAGGGATGTCGGAGAAGATGCAAGAAGAGGAAGGATATATTTGCCGCAAGACGAGCTCGCGGAGGCAGGGCTCTCCGATGAAGACATCGTCAAAGGAGTCGTCACTGACAAGTGGAGGAAATTCATGAAGAGGCAGATCAAGAGGGCAAGGATGTTCTTCGAGGAGGCAGAGCGAGGGGTGACCGAGCTCAGGAAGGAGAGCCGGTGGCCGGTTTGGGCCTCTCTGTTGTTGTACCGGCAGATCCTCGATGAGATCGAAGCGAACGACTACAACAACTTCACCAAGAGGGCCTATGTTGGAAAGGCGAAGAAAGTGTTGGCGCTCCCTGTCGCATACGGGAAATCGCTGCTCTTACCGTCTTCACTGAGAAATAACCAGACCTGA
>TaPSY1_7AL
ATGCAGCAGATGGCCACCACCGTCACGCTGCTGCTCGGGGCAGCCTCGTCCCCCGGCCCCGCCGCCGGTGATGGCGCCGCGCGGGACGGCTTCCAGTGCTCCCGCCTGCTACCCAAGAAGAAACAGCAGAGGCCGCGCTGGGTGCTCTGCTCGCTCAAGTACGGCTGCCTCGGCGTCGGCGAGCCGGGGGAGGCGGGCGGCCGGAGCGCGGCGTCGCCGGTGTACTCCAGCCTCACCGTCAGCCCCGGAGGCGACGCCGCCGTCGCCGTCGTCTCGTCGGAGCAGAAGGTGTACGACGTGGTGGTGAAGCAGGCGGCATTGCTCAAGCGCCAGCTGCGCCCCTCGCAGCAACAGCAGCAGGCGCCGCCAGCCGTCGCCAGGGAGCTGGACGCGCCGCGCGGCGGGCTCGGGGAGGCCTACGCCCGCTGCGGCGAGATCTGCGAGGAGTACGCCAAGACCTTCTACCTCGGGACCTTGCTGATGACCGAGGAGCGGCGGCGCGCCATATGGGCCATCTACGTATGGTGCAGGAGGACAGACGAGCTGGTGGACGGTCCCAACGCGTCGCACATCACGCCGCAGGCGCTGGACCGGTGGGAGAGGAGGCTGGAGGACCTCTTCGCCGGGCGCCCCTACGACATGCTCGACGCCGCGCTCTCCGACACCATCACCAAGTTCCCCATAGATATTCAGCCCTTCAAGGACATGATCGACGGGATGCGGACGGACCTCAAGAAGGCAAGATACAAGAACTTCGATGAGCTCTACATGTACTGCTACTACGTCGCAGGCACGGTGGGGCTGATGAGCGTCCCGGTGATGGGCATTGCGCCCGAGTCCAAGGCGACGGCTGAGAGCGTCTACGGCGCCGCTCTGGCTCTCGGGTTGGCGAACCAGCTCACCAACATACTCAGGGATGTCGGAGAAGATGCAAGAAGAGGAAGGATATATTTGCCGCAAGACGAGCTCGCGGAGGCAGGGCTCTCCGATGAAGACATCGTCAAAGGAGTCGTCACTGACAAGTGGAGGAAATTCATGAAGAGGCAGATCAAGAGGGCAAGGATGTTCTTCGAGGAGGCAGAGCGAGGGGTGACCGAGCTCAGGAAGGAGAGCCGGTGGCCGGTTTGGGCCTCTCTGTTGTTGTACCGGCAGATCCTCGATGAGATCGAAGCGAACGACTACAACAACTTCACCAAGAGGGCCTATGTTGGAAAGGCGAAGAAAGTGTTGGCGCTCCCTGTCGCATACGGGAAATCGCTGCTCTTACCGTCTTCACTGAGAAATAACCAGACC TGA

>TaPSY2_5BS
ATGGTCTTTAGTTTCTCATCACAGATGTTTGTTCTTGTGGCAGGCACACAGCTTATGACTCCTGAAAGGCGCAAAGCTGTTTGGGCAATTTATGTATGGTGCAGGAGAACTGATGAGCTAGTGGATGGCCCTAACTCGTCTTACATCACGCCCAAGGCGCTCGATCGGTGGGAGAAGAGATTGGAGGATCTCTTCGAAGGCCGCCCGTATGATATGTATGACGCAGCCCTCTCAGACACGGCGTCAAAGTTTCCAATTGATATCCAGCCATTCAGAGACATGATTGAAGGGATGAGGCTCGACCTTTGGAAATCGAGGTATAGGACCTTTGACGAGCTTTACCTCTACTGCTACTACGTCGCTGGCACTGTCGGTCTCATGACGGTACCGGTGATGGGGATTGCTCCGGACTCAAAGGCCTCAGCAGAGAGCGTGTACAATGCCGCACTGGCCCTTGGCATTGCCAACCAGCTCACAAACATCCTCCGAGATGTAGGAGAAGACTCGAGGAGGGGGAGAATATACCTTCCACTGGACGAGCTGGCACAGGCGGGCCTGACAGAGGAGGACATATTCAGAGGGAAAGTGACGGATAAATGGAGGAGGTTCATGAAGGGCCAAATCCAGCGCGCCAGGCTCTTCTTCGATGAGGCCGAGAAGGGCGTCATGCATCTGGACTCCGCGAGCAGATGGCCGGTCCTGGCTTCGCTGTGGCTGTACAGGCAGATCCTTGACGCCATCGAGGCGAACGACTACAATAACTTCACCAAGCGTGCGTACGTGGGCAAGGCGAAGAAGTTCCTGTCGTTGCCGGCCGCGTACGCGAGGGCGGCTCTTTCGCCATGA

>TaPSY2_5AS 

ATGGTCTTTAGTTTCTCACAGATGTTTGTTCTTGTGGCAGGCACACAGCTTATGACTCCTGAAAGGCGCAAAGCCGTTTGGGCGATCTATGTATGGTGCAGGAGAACTGATGAGCTAGTGGATGGCCCTAACTCATCTTACATCACGCCCAAGGCGCTGGATCGGTGGGAGAAGAGATTAGAGGATCTCTTCGAAGGCCGCCCATATGATATGTACGACGCAGCCCTCTCTGACACGGCGTCAAAGTTTCCAATTGATATCCAGCCGTTCAGAGATATGATTGAAGGGATGAGGCTTGACCTTTGGAAATCGAGGTATATGACCTTTGACGAGCTTTACCTCTACTGCTACTACGTCGCTGGCACTGTCGGTCTCATGACGGTACCGGTGATGGGGATTGCTCCGGACTCAAAGGCCTCAGCAGAGAGCGTGTACAATGCCGCACTGGCCCTTGGCATTGCCAACCAGCTCACAAACATCCTCCGAGATGTAGGAGAAGACTCAAGGAGGGGGAGAATATACCTTCCACTGGACGAACTGGCACAGGCGGGTCTGACAGAAGAGGACATATTCAGAGGGAAAGTGACGGATAAATGGAGGAGGTTCATGAAGGGCCAAATCCAGCGCGCCAGGCTCTTCTTTGATGAGGCCGAGAAGGGTGTCATGCATCTAGACTCTGCGAGCAGATGGCCGGTCCTGGCATCGCTGTGGCTGTACAGGCAGATCCTGGACGCCATCGAGGCGAACGACTACAACAACTTCACCAAGCGGGCTTACGTGGGCAAGGCGAAGAAGTTTCTGTCTCTACCGGCGGCGTACGCGAGGGCGGCTCTTTCGCCATGA

>TaPSY2_5DS 
ATGGTCTTTTGTTTCTCATCCCAGATGTTTGTTTTTGTGGCAGGCACACAGCTTATGACTCCTGAAAGGCGCAAAGCCGTTTGGGCAATCTATGTATGGTGCAGGAGAACTGATGAGCTAGTGGATGGCCCTAACTCATCTTACATCACGCCCAAGGCGCTCGATCGGTGGGAGAAGAGATTAGAGGATCTCTTCGAAGGCCGCCCATATGATATGTATGATGCAGCCCTCTCAGATACAGCGTCAAAGTTTCCAATTGATATCCAGCCATTCAGAGACATGATTGAAGGGATGAGGCTCGACCTTTGGAAATCGAGGTATAGGACCTTTGACGAGCTCTACCTCTACTGCTACTACGTCGCTGGCACTGTCGGTCTCATGACGGTACCGGTGATGGGGATTGCTCCGGACTCAAAGGCCTCAGCAGAGAGCGTGTACAATGCCGCACTGGCCCTTGGCATTGCCAACCAGCTCACAAACATCCTCCGAGACGTAGGAGAAGACTCAAGAAGGGGGAGAATATACCTTCCACTGGACGAACTGGCACAGGCGGGTCTGACAGAAGAGGACATATTCAGAGGGAAAGTGACGGATAAATGGAGGAGGTTCATGAAGGGGCAAATCCAGCGCGCCAGGCTCTTCTTTGACGAGGCCGAGAAGGGCGTCATGCATCTAGACTCCGCGAGCAGATGGCCGGTCCTGGCATCGCTGTGGCTGTACAGGCAGATCCTGGACGCCATCGAGGCCAACGACTACAACAACTTCACCAAGCGCGCGTACGTGGGCAAGGCAAAGAAGTTCCTGTCTCTACCGGCCGCGTACGCGAGGGCGGCTCTCTCGCCA TGA
>TaPSY3_5DL
ATGCTCTCCACCGGCCGCGCGGTGACCTCGCCCGCGTGCGCTGCCCAGCGCCGGTTCATGGGCGCGGCGCCAAGGACGGTGGTGTTCCTCGCCGGCGACCACGGGAAGCGAGCTGCTGCTTCTGTGGCAGCGCGCGCCGCCGGCCCGTCCCACCCCGGTGTCTGCCTCGAGGCGGCCGCGCCGTGGAGCATGGAGGACGTCGCGGCGCCGGTGACCGTGTCGTACGAGGAGAGCGTGCGCCAGGTCGTGCTCAAGCAGGCGGCGCTCGCGGCCTCGACCACGCCGAGGAAGGCGCGGCTTTCCAGGCGCGACGCCGGCGTGCTGGACGAGGCCTTCGACCGCTGCGGCGCGGTGTGCAAGGAGTACGCCAAGACGTTCTACCTGGCCACGCAGCTCATGACGCCGGAGCGGAGGCGGGCGATCTGGGCAATATACGTGTGGTGCCGTAGGACGGACGAGCTGGTGGACGGCCCGAACGCGGCGCACACGTCGGCGCTGGCGCTGGACCGCTGGGAGTCGCGCCTCGACGGCGTCTTCGCCGGCCGGCCCTACGACATGCTCGACGCGGCGCTGGCCGACGCCGTGGCCGCCTTCCCGGCCGTCGACGAGCGGCCGTTCCGGGACATGGTCCAGGGCATGCGCATGGACCTCGCCAAGTCCCGCTACGCCACCTTCGACGAGCTCTACCTCTACTGCTACCGCGTGGCCGGCACGGTCGGGCTCATGACCGTCCCCGTCATGGGCGTCTCCCCGGGCTCCCAGGCGGGCGTCGAGACGGTGTACGCCGGTGCGCTCGCCCTCGGCGTCGCCAACCAGCTCACCAACATCCTCAGGGACGTCGGCGAGGATGCGAGGAGGGGCAGGATCTACCTGCCGCAGGACGAGCTCGCCACGGCCGGCATCTCCGAGGCGGACATCTTCGCCGGTCGCGTCACCGTCGAGTGGAGGAGCTTCATGAAGGGACAGATTGCGAGGGCCAGGGCCTACTTCCAGCAGGCCGAGCAAGGCGCCGCCGAGCTCAACCAGGAGAGCCGATGGCCGGTGTGGGCATCTCTGCTTCTGTACCGGCAGATCCTGGACGAGATCGAGGCCAACGGCTACGACAACTTCAGCAAGCGAGCCTACGTTCCCAAGGCCAAGAAGCTGGCGGCGCTGCCCAAAGCTTACCTCAGGTCCCTCATGCCTCCTCCTTCTTCGCAGAGGCGCCGTTGA 
>TaPSY3_5AL 
ATGCTCTCCACGGCCCGCGCGGTGACCTCGCCCGCCGCGTGCGCTGCCCAGCACCAGCAGCATGGCGGGAGCCGGTTCGTCGTGTTCCTGGCCGGCGATGACGGGAGGGGAGCTGCCGGTTCCAGCAGCGTGCGTGCGCCGAGGCCGCGCTCTGTGGCAGCGCGTGCCGCCGGCTCGTCCAACCACGCTGTCTGCCTCGAGGCGGCCGCGCCGTGGAGCATGGACTGTGTCGCGGCGCCGGCGACCGTGTCGTACGAGGAGAGCGTGCGCCAGGTCGTGCTCAAGCAGGCGGCGCTCGCGGCCTCGACCACGCCGAGGAAGGCGCGGCACGCCGGCCGTGACGCCGGCGTGCTGGACGCGGCCTTCGACCGCTGCGGCGCGGTGTGCAAGGAGTACGCCAAGACGTTCTACCTGGCCACGCAGCTGATGACGCCGGAACGGAGGCGGGCGATCTGGGCGATATACGTGTGGTGCCGGAGGACGGACGAGCTGGTGGACGGCCCGAACGCGGCGCACACGTCGGCGCTGGCGCTGGACCGCTGGGAGTCGCGCCTCGACGGCGTCTTCGCCGGCCGGCCCTACGACATGCTCGACGCGGCGCTGGCCGACGCCGTGGCCGCCTTCCCGGCGGTCGACGAGCGGCCGTTCCGGGACATGGTCCAGGGGATGCGCATGGACCTCGCCAAGTCCCGCTACGCCACCTTCGACGAGCTCTACCTCTACTGCTACCGCGTGGCCGGCACCGTGGGGCTCATGACCGTCCCCGTCATGGGTGTCTCCCCGGGCTCCCAGGCGGACGTGGAGACGGTGTACGCCGGCGCGCTCGCCCTCGGCGTCGCCAACCAGCTCACCAACATCCTCAGGGACGTCGGCGAGGATGCGAGGAGGGGAAGGATCTACCTGCCGCAGGACGAGCTAGCCATGGCCGGCATCTCCGAGGCGGACATCTTCGCCGGCCGTGTCACCGACGAGTGGAGGAGCTTCATGAAGGGACAGATCGCGAGGGCCAGGGCCTACTTCAAACAAGCCGAGCAAGGCGCCGCCGAGCTCAACCAGGAGAGCCGATGGCCGGTGTGGGCATCTCTGCTTCTGTACCGGCAGATCCTGGACGAGATCGAGGCCAACGGCTACGACAACTTCAGCAAGCGGGCCTATGTTCCCAAGGCCAAGAAGCTGGCGGCGCTGCCCAAAGCTTACCTCAGGTCCCTCATGCCTCCTCCTTCTTCGCAGAGGCGCCGTTGA
>TaPSY3_5BL 
ATGCTCTCCACCGGCCGCGCGGTGACCTCGCCCGCGCGCGCTGCCCAGCACCGGTTCATGGGCGCACCGAGGACGGTGGTGTTCCTCGCCGGCGACCACGGGAAGCGAGCTGCTGCTTCTGTGGCAGCGCGCGCCGCGGGCTCGTCCCACCCCGCTGTCTGCCTCGAGGCGGCCGCGCCATGGAGCATGGACTGTGTCGCGGCGCCGGCGACCGTGTCGCACGAGGAGAGCGTGCGCCAGGTCGTGCTCAAGCAGGCGGCGCTCGCGGCCTCGACCACGCCGAGGAAGGCGCGGCTCGCCGGGCGCGACGCCGGCGTGCTGGACGCGGCCTTCGCGCGCTGCGGCGCGGTGTGCAAGGAGTACGCCAAGACCTTCTACCTGGCCACGCAGCTCATGACGCCGGAGAGACGGCGGGCGATCTGGGCGATATACGTGTGGTGCCGGAGGACGGACGAGCTGGTGGACGGCCCGAACGCGGCGCACACGTCGGCGCTGGCGCTGGACCGCTGGGAGTCGCGCCTCGACGGCGTCTTCGCCGGCCGGCCCTACGACATGCTGGACGCGGCGCTGGCCGACGCCGTGGCCGCCTTCCCGGCCGTCGACGAGCGGCCGTTCCGGGACATGGTCCAGGGCATGCGCATGGACCTCGCCAAGTCCCGCTACGCCACCTTCGACGAGCTCTACCTCTACTGCTACCGCGTGGCCGGCACCGTCGGGCTCATGACCGTCCCCGTCATGGGCGTCTCCCCGGGCTCCCAGGCGGACGTCGAGACGGTGTACGCCGGCGCGCTCGCCCTCGGCGTCGCCAACCAGCTCACCAACATCCTCAGGGACGTCGGCGAGGATGCGAGGAGGGGCAGGATCTACCTGCCGCAGAACGAGCTGGCCACGGCCGGCATCTCCGAGGCGGACATCTTCGCCGGCCGCGTCACCGACGAGTGGAGGAGCTTCATGAAGGGCCAGATCGCGAGGGCCAGGGCCTACTTCCAGCAGGCCGAGCAAGGCGCCGCCGAGCTCAACCAGGAGAGCCGATGGCCGGTGTGGGCATCTCTGCTTCTGTACCGTCAGATCCTGGACGAGATCGAGGCCAACGGCTACGACAACTTCAGCAAGCGGGCCTATGTTCCCAAGGCCAAGAAGCTGGCGGCGCTGCCCAAAGCTTACCTCAGATCCCTCATGCCCCCTCCTTCGCAGACGCGCCGTTGA
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