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NTDB id 1170078 ACLV7Q RS10240 WP 218757898.1 ..MEKFEMISITDIQKNPYQPRKEFDREKLDELAQSIKENGIIQPIIVRQSPVIGYEILAGERRYLASLLAGLTSIPAVV 78
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
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NTDB id 1170078 ACLV7Q RS10240 WP 218757898.1 KQLSDQEMMVQSIIENLQRENLNPIEEARAYESLVEK.GFTHAEIANKMGKSRPYISNSIRLLSLPYAILSEVESGKLSQ 157
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! *!! * ! ! !!!!!!! !!!!!!!*!! !* *** !! *!! *!!!!!!!*!!!!!! !! *! *! ! *!!

logo

A
GHARLSLLVGS ILENKEQDLQQDKYFWFQKR I ILETEDQI

LSVHRKQI
LEARALLKTESKQTKKQEKKKQQTKSKTDHI F ILAQENEKEEKEQLKSKQLSLGLDPVEVIHKLYNSKKDHQSGKQI

L
I
K

NTDB id 1170078 ACLV7Q RS10240 WP 218757898.1 AHARSLVGLNKE.QQDYFFQRIIEEDISVRKLEALLTEK.KQKKQQKTDHFIQNEEEQLKKLLGLDVEIKLSKKDSGKII 235
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQLK 240
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NTDB id 1170078 ACLV7Q RS10240 WP 218757898.1 ISFSNQEEYSRIINSLK 252
NTDB id 382 SMU RS09895 WP 011074697.1 ISFSSEEDFNRLMNKLN 257
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