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............................................... agcagcauuguacagggcuaA. ... ...... 13 1 GDM
............................................... agcagcauuguacagggcuGu. - - - ... - - 1 1 GDM
............................................... agcGgcauuguacagggcuau. - - -« .o - - - 3 1 GDM
............................................... agcagcauuAuacagggcuau. - .. ... ... 1 1 GDM
............................................... Cgcagcauuguacagggcuau. - - - - .- - - 2 1 GDM
............................................... agcagcauuguacagggcuaG. . . .. ... .. 6 1 GDM
............................................... agcagcGuuguacagggcuau. - ... .. ... 4 1 GDM
............................................... Ggcagcauuguacagggcuau. - - -« .- - - 1 1 GDM
............................................... agcagcauuguacagggcuau. - - - ... . 523 0 GDM
............................................... agcagcauuguacagggcuaA. ... ...... 13 1 GDM
............................................... agcGgcauuguacagggcuau. - - -« .o - - - 3 1 GDM
............................................... agcagcauCguacagggcuau. - - - - ... 1 GDM
............................................... agcagcauugAacagggcuau. - .. ... ... 1 GDM
............................................... agcagcauuguacagggcuau. - - -« .- - 523 0 GDM
3 1 GDM
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36 1 GDM

36 1 GDM
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1 1 GDM

............................................... agcagcauuguacagggcuaA. ... ...... 13 1 GDM
............................................... agcagcauuguacagggculu. .. ....... 1 1 GDM
............................................... aAcagcauuguacagggcuau. - - - ... . 2 1 GDM
............................................... agcagcauuguacGgggcuau. - ... .. ... 5 1 GDM
............................................... agcagcauuguacagggcuaG. - - - ... .. 6 1 GDM
............................................... aCcagcauuguacagggcuau. - - - - ... .. 1 1 GDM
............................................... agcagcauuguacagggcuaG. . .. ... ... 6 1 GDM
............................................... agcagcauuluacagggcuau. . . .. ..... 1 1 GDM
............................................... agcagcauAguacagggcuaug. - - - .- - - - 3 1 GDM
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1 GDM

5 1 GDM

31 1 GDM
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............................................... agcagcauuguacagggcuaug. - - - . - - - - 6036 0 GDM
............................................... agcagcauugualagggcuaug. . . - . . - . - 9 1 GDM
............................................... agcagcauuguacagggcuaGg. - - - .. - - 407 1 GDM
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............................................... agcagcauuguaclgggcuaug. . . - .. .. - 9 1 GDM
............................................... agcagcauCguacagggcuaug.- - - - - - - - - 24 1 GDM
............................................... agcagcauugualagggcuaug. - - - - - - - 9 1 GDM
............................................... agcagcauuguacagggluaug. .. ... ... 9 1 GDM
............................................... agcagcaAuguacagggcuaug.- - - -« - - - - 2 1 GDM
............................................... agcagcauuAuacagggcuaug. - - - .- - - - 9 1 GDM
............................................... agcagcauuguacCgggcuaug. « . - .. - . - 2 1 GDM
............................................... agcagcauuguacagggcuauA. ... ..... 385 1 GDM
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4 1 GDM
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37 1 GDM

19 1 GDM

13 1 GDM

1 GDM

7 1 GDM

27 1 GDM

15 1 GDM

144 1 GDM

8 1 GDM

............................................... agcagcauuguacagggcuaugG. . ... ... 471 1 GDM
............................................... agcagcauuCuacagggcuauga. . . . .. .. 3 1 GDM
............................................... agcagcGuuguacagggcuauga. - - . - - - - 164 1 GDM
............................................... agcagcauuguacUgggcuauga. . .. . ... 63 1 GDM
............................................... Ggcagcauuguacagggcuauga.- - - - - - - - 225 1 GDM
............................................... agUagcauuguacagggcuauga. - - . - - - - 68 1 GDM
............................................... agcagcauuguacCgggcuauga. . - . . .. - 14 1 GDM
............................................... agcagcauCguacagggcuauga. - - - - - - - 201 1 GDM
70 1 GDM

3 1 GDM

111 1 GDM

............................................... agcagcGuuguacagggcuauga. - - . - - - - 164 1 GDM
............................................... agcagcauuguacagggcuaCga. . ...... 144 1 GDM
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27 1 GDM
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............................................... agcagcauuguacGgggcuauga. - - - - - - - 224 1 GDM
............................................... agcagcauuguacaAggcuauga. - - . - - - - 37 1 GDM
............................................... agcagcauuguacaggAcuauga. . ... ... 75 1 GDM
............................................... agcagcauuguUcagggcuauga. . . ... .. 30 1 GDM
............................................... agcagcauuguacagggcuaugaa. - . - - - - 248 0 GDM
............................................... agcagcauuguacagggcuaugaa. - . - - . - 248 0 GDM
............................................... agcagcauuguacagggcuaugal. ... ... 339 1 GDM
1 1 GDM
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