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Ref. 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 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 GCACCCACTCCCGCCTGGAGATCACCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCGCGGACGCGA

1 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
2 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
3 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 GCACCCACTCCCGCCTGTAGATCGCCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGTGCGGACGCGA
4 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
5 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 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
6 749/98 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
7 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
8 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 GCACCCACTCCGGCCTGTAGATCACCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGAGGGGGGCGGGCGCGGACGCGA
9 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 GCACCCACTCCCGCCTGTAAATCACCGTCCGGCGCGCTGATGATGCCGCAGGCCCCAACACGGTGGGGGGCGGGCGCGGACGCGA
10 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
11 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
12 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
13 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 GTACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
14 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 GCACCCACTCCCGCCTGGAGATCACCGTCCGGCGCGCTGGTGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCGCGGACGCGA
15 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCAA
16 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
17 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
18 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
19 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
20 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
21 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 GCACCCACTCCCGCCTGTAGATCACCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCGCGGACGCGA
22 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 GCACCGACTCCCGCCTGTAGATCGCCGTCCGGCGCGCTGATGACGCCGCGGGCCCCGACACGGTGGGGGGCGGGTGCGGACGCGA
23 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
24 358/00 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
25 523/01 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 GCACCCACTCCCGCCTGGAGATAACCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCGCGGACGCGA
26 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
27 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
28 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 GCGCCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
29 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 GCACCCCTTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
30 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
31 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 GCATCCACTCCCGCCTGTAGATCGCCGTCCGGCGCGCTGATGACGCCGTGGGCCCCAACACGGTGGGGGGCGAGTGCGGACGCGA
32 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 GCACCCATTCCCGCCCGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACCCGGTGGGGGGCGGGCACGGACGCGA
33 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
34 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 GCACTCACTTCCGCCTGTAGCTCGCCGTCCGGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGTGCGGACGCGA
35 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
36 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
37 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
38 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 GCACCCATGCCCGCCTGGAGATCACCGCCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
39 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 GCACCCACTCCCGCCTGTAGAGCACCGTCCAGCGCGCTGATGACGCCGCGGGCCCCAACACGGTGCGGGGCGGGCGCGGGCCCGA
40 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
41 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
42 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
43 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCGCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
44 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 GCACCCATTCCCGCCTGGAGATCACCGTCGGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
45 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
46 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGTCCCAACACGGTGGGGGACGGACACGGACGCGA
47 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
48 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACATCGTGGGGGGCGGGCACGGACGCGG
49 333/08 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCAAGGACGCGA
50 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
51 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 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
52 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
53 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 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
54 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGTCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
55 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
56 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
57 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 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
58 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
59 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
60 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
61 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
62 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
63 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
64 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCTCCAACACGGTGGGGGGCGGGCACGGACGCGA
65 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
66 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
67 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
68 446/07 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
69 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
70 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
71 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
72 581/10 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
73 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 CCACCCATTCCCGCCTGGAGATCACCGTCCGGCGGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
74 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
75 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
76 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
77 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
78 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
79 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 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
80 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 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
81 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
82 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
83 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 GCACCCATTCCCGCCTGGAGATCACCGTCCGGCAGTCTCACGACGCCGCGGGCCCCAACACGGTGGGGGGCGGGCACGGACGCGA
84 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 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
85 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 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGGCCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA
86 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 GCACCCATTCCCGCCTGGAGATCACTGTCCGTCGGTCTCACGACCCCGCGGGCCCCAACACGGTGGGGGGCGGGCACAGACGCGA

Substitition syn syn Glu->Gly syn Ala->Val Ala->Gly Gln->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->Ile 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->Ile syn syn Cys->Phe Thr -> Met Arg->Gln syn syn syn syn Leu->Met syn - syn - Pro->Ser syn syn - Met->Ile Ser->Trp Ala->Thr Val->Met Thr->Met Ala->Val syn syn syn syn syn syn Thr->Ile Ile->Thr syn syn Leu->Met Thr->Met Lys->Glu
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