
logo

MMQTEQLKAYLNP I
T
K
SDINYPNPFYQPR I

L
E
QFKSDTEKELAEELASQS IKSENGL IQP I IVRKSDI FIGYDEL IVAGERRLKRAACKLRALGLMNTEKIPAVI

V
I
V

NTDB id 109830 ABXG87 RS10120 WP 045769300.1 .MQEQLKALPISDIYPNPFQPRIEFSDEELAELSQSISENGLIQPIIVRKSDIIGYELIAGERRLRACKRLGMTEIPAVV 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *! !!!! !* !! !!!*!!!* ! !! !! !!! !!!!!!!!!!!!!!! !!*!*!!!!!!*!*! !* !! **
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NTDB id 109830 ABXG87 RS10120 WP 045769300.1 KEVTDQESRKQAIIENLQRSNLNPIEEAKAYRNLINELAYSHEELAKAMGKSRPYISNSLRLLQLPQEIQTSIENGKLSQ 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! **! *! !!!!!!!!!!! !!!!!!!!!! !!!! * *!***!! *!!!!!!!*!!*!!!*!! *! *! ! *!!
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NTDB id 109830 ABXG87 RS10120 WP 045769300.1 GHARALLAVEDTKKQLTIYHQVLTEKWSVRTLEKRLQELPK.KQKSKKDIHIKDKEKELEKSLGLPVTLRYHKNHSGTIQ 238
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQLK 240
consensus !!!! !! *! ! ** *!!! !!* *!* ! *!* !* !!!** *!!!!! !!!!!! **!*! ! ! *
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NTDB id 109830 ABXG87 RS10120 WP 045769300.1 IHFSTEEDFNRIINKLI 255
NTDB id 382 SMU RS09895 WP 011074697.1 ISFSSEEDFNRLMNKLN 257
consensus !*!!*!!!!!!**!!!
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