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............................................... agcagcauuguacaggAcuauga. . ... ... 75 1 GDM
............................................... agcagcauuguacGgggcuauga. - - - - - - - 224 1 GDM
............................................... agcagcauuguacaulggcuauga. - - . - - - - 8 1 GDM
............................................... agGagcauuguacagggcuauga. . - . . .. - 1 1 GDM
............................................... agUagcauuguacagggcuauga. - - - - - - - 68 1 GDM
............................................... agcagcauuguacagggcuaAga. - .. .- - . 39 1 GDM
............................................... agcagUauuguacagggcuauga. . - . . .. - 54 1 GDM
............................................... agcagcauuguacagggAuauga. - - . - - - - 16 1 GDM
............................................... agcagAauuguacagggcuauga. - - . - - - - 14 1 GDM
............................................... agcagcaGuguacagggcuauga. . - . . .. - 38 1 GDM
............................................... agcagcCuuguacagggcuauga. . . . .. .. 17 1 GDM
............................................... agcGgcauuguacagggcuauga. - - . - - - - 218 1 GDM
164 1 GDM
32 1 GDM
5 1 GDM
8 1 GDM
164 1 GDM
156 1 GDM
75 1 GDM
1317 1 GDM
7 1 GDM
146 1 GDM
3 1 GDM
111 1 GDM
27 1 GDM
10 1 GDM
............................................... Ggcagcauuguacagggcuauga. - - . - - - - 225 1 GDM
13 1 GDM
5 1 GDM
70 1 GDM
11 1 GDM
100 1 GDM
15 1 GDM
66 1 GDM
44 1 GDM
4 1 GDM
4 1 GDM
............................................... agcagcauuguacagggcuaCga. .. ..... 144 1 GDM
............................................... agcagcauuguacaAggcuauga. - - . - - - - 37 1 GDM
............................................... agcagcauuguacaggAcuauga. . ... ... 75 1 GDM
............................................... agcagcauuguacaggUcuauga. . ... ... 14 1 GDM
............................................... agcagcauuguacagggcuaugU. . . ... .. 1317 1 GDM
111 1 GDM
12 1 GDM
3 1 GDM
68 1 GDM
68 1 GDM
4 1 GDM
............................................... agcagcauuguacagggcuaCga. . ...... 144 1 GDM
............................................... agcagcauuguacagulgcuauga. - - . - - - - 21 1 GDM
............................................... agcagcauuguacagggcuaCga. - .. .. .. 144 1 GDM
52 1 GDM
39 1 GDM
44 1 GDM
17 1 GDM
94 1 GDM
27 1 GDM
............................................... agcagcauuguacagggcuaugC. . ...... 100 1 GDM
............................................... agcagcauuguacalggcuauga. . . ... .. 8 1 GDM
............................................... agcGgcauuguacagggcuauga. - - . - - - - 218 1 GDM
............................................... agcagcauCguacagggcuauga. . - . . .. - 201 1 GDM
14 1 GDM
54 1 GDM
13 1 GDM
14 1 GDM
70 1 GDM
94 1 GDM
39 1 GDM
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............................................... agcagcauuguacagggcuaugG. . ... ... 471 1 GDM
146 1 GDM
14 1 GDM
39 1 GDM
1 1 GDM
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27 1 GDM
6 1 GDM
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57 1 GDM
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201 1 GDM
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156 1 GDM
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172 1 GDM

............................................... agcagcauuguacagggcuauga. - - . - - - - 43672 0 GDM
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225 1 GDM
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11 1 GDM
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