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GCACCCACTCCCGCCTGGAGATCACCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGGGGGGLCGGGLCGCGGACGCGA
7199/99 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 08/99 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGCGGGCCCCAACACGGTGGGEGEGCGGGECACGGACGCGA
10471/07 G C A C C C A T T C C C G C C T A G A G A T C A C C G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G C G G C G G G C A C G G A C G C G A 11/07 GCACCCATTCCCGCCTAGAGATCACCGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGCGGCGGGCACGGACGCGA
1078/00 G C A C C C A C T C C C G C C T G T A G A T C G C C G T C C G G C G C G C T G A T G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G T G C G G A C G C G A 02/00 GCACCCACTCCCGCCTGTAGATCGCCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGGGEGEGLGGETGCGGACGCGA
3601/07 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C A G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 04/07 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGEGGGECGGGCACGGALCGLCGA
7035/08 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 07/08 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGLCCCAACACGGTGGGGEGGCGGGCACAGACGCGA
749/98 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 01/98 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGLCCCCAACACGGTGGGGEGGLGGGCACGGACGLCGA
7761/01 G C A C C C A T T C C C T C C T G G A G A T C A C C T T C C G G C G G T C T C A C G A C G C C G C G G A C C C C A A C A C G G T G G G G G G T G G G C A C G G A C G C G A 09/01 GCACCCATTCCCTCCTGGAGATCACCTTCCGGCGGTCTCACGACGCCGCGGACCCCAACACGGTGGGGGGTGGGCACGGACGCGA
9918/97 G C A C C C A C T C C G G C C T G T A G A T C A C C G T C C G G C G C G C T G A T G A C G C C G C G G G C C C C A A C A C G G A G G G G G G C G G G C G C G G A C G C G A 10/97 GCACCCACTCCGGCCTGTAGATCACCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGAGGGGGEGLGGGLCGCGGACGCGA
1857/98 G C A C C C A C T C C C G C C T G T A A A T C A C C G T C C G G C G C G C T G A T G A T G C C G C A G G C C C C A A C A C G G T G G G G G G C G G G C G C G G A C G C G A 02/98 GCACCCACTCCCGCCTGTAAATCACCGTCCGGCGCGCTGATGATGCCGCAGGCCCCAACACGGTGGGEGEGLCGGGECGCGGACGLCGA
4285/98 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 05/98 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGEGEGLCGGGCACGGACGCGA
11838/97 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 12/97 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
5465/98 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 06/98 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGCGGGCCCCAACACGGTGGGEGEGCGGGECACGGACGCGA
8855/98 G T A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 10/98 GTACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGLCGGGCACGGACGLCGA
11475/98 G C A C C C A C T C C C G C C T G G A G A T C A C C G T C C G G C G C G C T G G T G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C G C G G A C G C G A 12/98 GCACCCACTCCCGCCTGGAGATCACCGTCCGGCGCGLCTGGTGACGCCGCGGGLCCCCAACACGGTGGGEGGGECGEGLGCGGACGCGA
10921/97 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C A A 11/97 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCLCCCAACACGGTGGGGEGGLGGGCACGGACGCAA
10965/98 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 12/98 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGCGGGCCCCAACACGGTGGGEGEGECGGGCACGGACLCGLCGA
4283/99 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 05/99 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGEGGLCGGGCACGGACGLCGA
5112/99 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 05/99 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
5882/99 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 06/99 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGCGGGCCCCAACACGGTGGEGGGECGGGCACGGALCGLCGA
8349/99 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 09/99 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGCGGGCCCCAACACGGTGGEGEGECGGGCACGGACGLCGA
7196/99 G C A C C C A C T C C C G C C T G T A G A T C A C C G T C C G G C G C G C T G A T G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C G C G G A C G C G A 08/99 GCACCCACTCCCGCCTGTAGATCACCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGGGEGEGLGGGLCGCGGACGLCGA
9752/99 G C A C C G A C T C C C G C C T G T A G A T C G C C G T C C G G C G C G C T G A T G A C G C C G C G G G C C C C G A C A C G G T G G G G G G C G G G T G C G G A C G C G A 11/99 GCACCGACTCCCGCCTGTAGATCGCCGTCCGGCGCGCTGATGACGCCGCGGGCCCCGACACGGTGGGGGGLCGGGTGCGGACGCGA
7063/99 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 08/99 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGCGGGCCCCAACACGGTGGGEGGEGCGGGECACGGACGCGA
358/00 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 01/00 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGLCCCCAACACGGTGGGGEGGLCGGGCACGGACGLCGA
523/01 G C A C C C A C T C C C G C C T G G A G A T A A C C G T C C G G C G C G C T G A T G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C G C G G A C G C G A 01/01 GCACCCACTCCCGCCTGGAGATAACCGTCCGGCGCGCTGATGACGCCGCGGGLCCCCAACACGGTGGGEGGGECGEGLGCGGACGCGA
6056/00 G C A T C C A C T C C C G C C T G T A G A T C G C C G T C C G G C G C G C T G A T G A C G C C G T G G G C C C C A A C A C G G T G G G G G G C G A G T G C G G A C G C G A 07/00 GCATCCACTCCCGCCTGTAGATCGCCGTCCGGCGCGCTGATGACGCCGTGGGCCCCAACACGGTGGGGGGCGAGTGCGGACGCGA
9538/99 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 10/99 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGCGGGCCCCAACACGGTGGGEGEGECGGGCACGGACGLCGA
8496/99 G C G C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 09/99 GCGCCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGEGGLCGGGCACGGACGLCGA
5907/00 G C A C C C C T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 07/00 GCACCCCTTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGEGGLCGGGCACGGACGLCGA
10566/00 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 12/00 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCLCCCAACACGGTGGGGEGGLGGGCACGGACGLGA
4576/00 G C A T C C A C T C C C G C C T G T A G A T C G C C G T C C G G C G C G C T G A T G A C G C C G T G G G C C C C A A C A C G G T G G G G G G C G A G T G C G G A C G C G A 05/00 GCATCCACTCCCGCCTGTAGATCGCCGTCCGGCGCGCTGATGACGCCGTGGGCCCCAACACGGTGGGGEGGCGAGTGCGGACGCGA
4605/01 G C A C C C A T T C C C G C C C G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C C C G G T G G G G G G C G G G C A C G G A C G C G A 06/00 GCACCCATTCCCGCCCGGAGATCACCGTCCGGCGGTCTCACGACGCCGLCGGGCCCCAACCCGGETGGGEGEGLCGGGCACGGACGCGA
5694/01 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 07/01 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
5687/01 G C A C T C A C T T C C G C C T G T A G C T C G C C G T C C G G C G C G C T G A T G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G T G C G G A C G C G A 07/01 GCACTCACTTCCGCCTGTAGCTCGCCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGGGEGGLCGEGTGCGGACGCGA
4127/02 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 04/02 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGCGGGCCCCAACACGGTGGEGEGECGGGCACGGALCGLCGA
5926/02 G C A C C C A C T C C C G C C T G T A G A T C A C C G T C C G G C G C G C T G A T A A C G C C G C G G G C C T C A A C A C G A T G G T G G G C G G G C G C G G A C G C G A 06/02 GCACCCACTCCCGCCTGTAGATCACCGTCCGGCGCGCTGATAACGCCGCGGGCCTCAACACGATGGTGGGCGGGCGCGGACGCGA
4217/02 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 04/02 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
8921/02 G C A C C C A T G C C C G C C T G G A G A T C A C C G C C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 09/02 GCACCCATGCCCGCCTGGAGATCACCGCCCGGCGGTCTCACGACGCCGLCGGGCCCCAACACGGTGEGEGEGLGEGCACGGACGLCGA
9824/02 G C A C C C A C T C C C G C C T G T A G A G C A C C G T C C A G C G C G C T G A T G A C G C C G C G G G C C C C A A C A C G G T G C G G G G C G G G C G C G G G C C C G A 09/02 GCACCCACTCCCGCCTGTAGAGCACCGTCCAGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGLGGGGLGGGLGCGGGLCCGA
8967/02 G C A C C C A C T C C C G C C T G T A G A G C A A C G T C C G G C G C G C T G A T G A C G C C G C G T G C C C C A A T A C G G T A G G G A G C G G G C G C G G A C G C G A 09/02 GCACCCACTCCCGCCTGTAGAGCAACGTCCGGCGCGCTGATGACGCCGCGTGCCCCAATACGGTAGGGAGCGGGCGCGGACGCGA
6946/03 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G C G C T C A T G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 07/03 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGCGCTCATGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
6978/03 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 07/03 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGEGEGECGGGECACGGACLCGLCGA
2382/04 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C G C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 03/04 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCGCACGACGCCGCGGGCCCCAACACGGTGGGEGGEGECGGEGCACGGACGCGA
3610/04 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C G G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 05/04 GCACCCATTCCCGCCTGGAGATCACCGTCGGGCGGTCTCACGACGCCGLCGGGCCCCAACACGGTGGGGGEGCGGGCACGGACGCGA
8782/04 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 10/04 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCLCCCAACACGGTGGGGEGGLGGGCACGGACLCGLCGA
4932/05 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G T C C C A A C A C G G T G G G G G A C G G A C A C G G A C G C G A 06/05 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGCGGGTCCCAACACGGTGGGGGACGGACACGGACGCGA
7196/05 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 09/05 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGEGGLCGGGCACGGACGCGA
3015/08 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A T C G T G G G G G G C G G G C A C G G A C G C G G 04/08 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACATCGTGGGGGGCGGGCACGGACGLCGEG
333/08 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A A G G A C G C G A 01/08 GCACCCATTCCCGCCTGGAGATCACCGTCCGTCGGTCTCACGACCCCGCGGGCLCCCAACACGGTGGGGGGCGGGCAAGGACGCGA
2093/08 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 03/08 GCACCCATTCCCGCCTGGAGATCACCGTCCGTCGGTCTCACGACCCCGCGGGLCCCAACACGGTGGGGEGGCEGGCACGGACGCGA
5277/08 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 06/08 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGEGCGGGCACAGACGCGA
7440/08 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C A C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 08/08 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCACGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
8199/08 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 09/08 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGEGGCGGGCACAGACGCGA
1880/09 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G T C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 02/09 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGTCGCGGGCCCCAACACGGTGGGGGGLCGGGCACGGACGCGA
2043/09 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 03/09 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
2649/09 G C A C C C A T T C C C G T T T G G G G A T C A C C G T C C G G T G G T C T C A C G A C G C C G C G G G T C C C A A C A C G G T G G G G G A C G G A C A C G G A C G A G A 03/09 GCACCCATTCCCGTTTGGGGATCACCGTCCGGTGGTCTCACGACGCCGCGGGTCCCAACACGGTGGGGGACGGACACGGACGAGA
7445/09 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 08/09 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCLCCCAACACGGTGGGGEGGCGEGGCACAGACGCGA
1/09 G C A C C C A T T C C C G C C T G G G G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G T C C C A A C A C G G T G G G G G A C G G A C A C G G A C G A G A 01/09 GCACCCATTCCCGCCTGGGGATCACCGTCCGGCGGTCTCACGACGCCGCGGGTCCCAACACGGTGGGGGACGGACACGGACGAGA
2102/01 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A T G C G A 03/01 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGATGCGA
10325/06 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 11/06 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGLCGGGCLCCCAACACGGTGGGEGGCGGGCACGGACGCGA
6257/00 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 07/00 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGLCCGCGGGCCCCAACACGGTGGEGEGECGGGCACGGALCGLCGA
5209/06 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 06/06 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGEGGLCGGGCACGGACGCGA
5767/06 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C A G T C T C A C G A C G C C G C G G G C C C T A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 07/06 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCTAACACGGTGGGGGGCGGGCACGGACGCGA
8749/06 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C T C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 10/06 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGLCTCCAACACGGTGGGGGEGCGGGCACGGACGLCGA
10328/06 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C A G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 11/06 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGEGEGECGGGCACGGALCGLCGA
1125/07 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C T C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 02/07 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCTCCAACACGGTGGGGGGCGGGCACGGACGCGA
4242/07 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 05/07 GCACCCATTCCCGCCTGGAGATCACCGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
446/07 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 01/07 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGEGGEGECGGGECACGGACLCGLCGA
8816/08 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C A G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 09/08 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGEGGLCGGGCACGGACGCGA
4414/09 G C A C C C A T T C C C G C C T G G A G A T C A C C G T T C G G C G G T T T C A C G A C G T C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 05/09 GCACCCATTCCCGCCTGGAGATCACCGTTCGGCGGTTTCACGACGTCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
2375/10 G C A C C C A T T C T C G C C T G G A G A T C A C C G T C C G G C A G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C A G G C A C G G A C G C G A 04/10 GCACCCATTCTCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCAGGCACGGACGCGA
581/10 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C A G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 01/10 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGLCCGCGGGCCCCAACACGGTGGEGEGECGGGCACGGALCGLCGA
4606/09 C C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 05/09 CCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGLCGGGCACGGACGCGA
11395/09 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 01/10 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
2012/06 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C G G T C T C A C G A C G C T G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G A A C G C G A 03/06 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCTGCGGGCCCCAACACGGTGGGGGGCGGGCACGAACGCGA
3050/06 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C A G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 04/06 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGLCCGCGGGCCCCAACACGGETGGEGEGECGGGCACGGALCGLCGA
1311/09 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 02/09 GCACCCATTCCCGCCTGGAGATCACCGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGEGGGCGGEGCACGGACGCGA
9965/07 G C A C C C A T T C C C G C C T A G A G A T C A C C G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G C G G C G G G C A C G G A C G C G A 10/07 GCACCCATTCCCGCCTAGAGATCACCGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGCGGCGGGCACGGACGCGA
3670/10 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 05/10 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGLCCCAACACGGTGGGGEGGCGGGCACAGACGCGA
4169/10 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 06/10 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCLCCCAACACGGTGGGGEGGCGGGCACAGACGCGA
6030/10 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A T C A C G G T G G G G G G C G G G C A C A G A C G C G A 07/10 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCATCACGGTGGGGGGCGGGCACAGACGCGA
6856/10 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 08/10 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
5050/10 G C A C C C A T T C C C G C C T G G A G A T C A C C G T C C G G C A G T C T C A C G A C G C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C G G A C G C G A 06/10 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGGEGEGCGGGECACGGACGCGA
9516/10 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 10/10 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGEGCGGGCACAGACGCGA
10947/10 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G G C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 11/10 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGGCCCCGCGGGCCCCAACACGGTGGGGGEGCGGGCACAGACGCGA
1520/10 G C A C C C A T T C C C G C C T G G A G A T C A C T G T C C G T C G G T C T C A C G A C C C C G C G G G C C C C A A C A C G G T G G G G G G C G G G C A C A G A C G C G A 02/10 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGEGCGGGCACAGACGCGA
Substitition syn syn Glu->Gly syn Ala->Val Ala->Gly GlIn->His syn Arg->Ser syn Arg->Trp Ala->Pro Ala->Ser syn Gly->Ser Ala ->Val syn Val->Ala syn Phe->Val syn Asn->Ser Met->lle syn Gly->Val Val->Ala Gly->Ser Leu->Val Asp->Asn Asp->Glu Ala->Thr Pro->Ala Arg->His Asn->Thr Leu->Val Gln->Arg Leu->Pro syn syn Gly->Ser Ser->Arg Ser->Phe Thr->lle syn syn Cys->Phe Thr ->Met Arg->GIn syn syn syn syn Leu->Met syn syn Pro->Ser syn syn Met->lle Ser->Trp Ala->Thr Val->Met Thr->Met Ala->Val syn syn syn syn syn syn Thr->lle lle->Thr syn syn Leu->Met Thr->Met Lys->Glu




