Q23QS7_TETTH/84-170
Cp_cgd2_3950/133-247
Ch_Chro.20423/27-140
QINIO0_PLAFA/153-236
Q81320_PLAF7/153-236
Q7RBI3_PLAYO/136-186
Q4N6S4_THEPA/127-238
Q4UIUO0_THEAN/127-240
097319_PLAF7/43-156
Q4XYY7_PLACH/2-116
Q4XYY8_PLACH/43-157
ETDO00764_1/1-62
ETD17452_1/4-74
TGC00493_1/4-118
NCC01502_1/124-193
SFD02501_1/4-81
SFD00225_1/4-81
SNC05603_1/43-108
TGC02916_1/3-81
NCC01073_1/1-114
Q5UBY5_LEIGU/154-240
Q66NE1_LEIMA/151-237
Q66NE2_LEIMA/125-211
Q585J3_9TRYP/175-261
Q585J1_9TRYP/175-261
Q38B20_9TRYP/115-201
P34827_TRYCR/136-222
Q4CQA2_TRYCR/136-222
Q26914_TRYCR/118-204
Q4DG86_TRYCR/136-222
Q4DWC3_TRYCR/111-197
P32471_YEAST/120-206
0O74173_SCHPO/128-214
Q9U2H9_CAEEL/176-263
P34460_CAEEL/126-213
Q9VL18 DROME/170-256
096827 _DROME/136-222
Q71RH4_HUMAN/561-632
P24534_HUMAN/139-225
070251_MOUSE/139-225
Q9H7G6_HUMAN/561-647
P57776_MOUSE/195-281
Q4VBZ6_HUMAN/171-257
P29692_HUMAN/195-281
Q9BW34_HUMAN/464-550
Q96138_HUMAN/561-647
Q80T06_MOUSE/195-281
Q91VK2_MOUSE/190-276
Q68FG5_MOUSE/574-660
Q23YT4_TETTH/137-225
AOEFC9_PARTE/133-222
AOBNC9_PARTE/140-230
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