
logo

MMM
TEKQLYKQYI

L
N
T
L
T
K
NDINQPTNPYQPRKLEQFKSETEKEKI

L
A
EELANQS IKEHNGI

L IQP I IVRKSDP I FIGYDELLVAGERRFLKRAAKLAGLNTKNIPAVI I
NTDB id 291178 DEH83 RS04435 WP 003071657.1 ..MEKYQYITLNDIQTNPYQPRKEFSEEKIAELANSIKEHGIIQPIIVRKSPIIGYELLAGERRFRAAKLAGLTNIPAII 78
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
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NTDB id 291178 DEH83 RS04435 WP 003071657.1 KEVTDDEMMKQAIIENLQREDLNPIEEAQSYQYLIDK.GLTHKEIAQTMGKSRPYITNSVRLLNLPLNIMEAIKEGRISQ 157
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
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NTDB id 291178 DEH83 RS04435 WP 003071657.1 GHARLLINLSEK.EQNQWFTKILSQELSVRQLEKQLHPHQKKTSAKNKYQLFLKEEENRLKKIFGTEISLQFSKQSQSGK 236
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKE.KKTSKDIFLAEKEKELSQSLGLPVVIHYNKK.HQGQ 238
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NTDB id 291178 DEH83 RS04435 WP 003071657.1 ICIHFSSQEEYQRIIDSFK 255
NTDB id 382 SMU RS09895 WP 011074697.1 LKISFSSEEDFNRLMNKLN 257
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