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NTDB id 480 HSISS4 RS02090 WP 002890133.1 ..MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMK 78
consensus *** * ! *** !!!!!!!** ! ! **! ! ! ! ! !*! !* !*** * * !! !!*!!! !*!

logo

N
SDQDTGTNVAGLTYQAEMYNQAKAESNSLAYASDQLASESAQFLAFYFMDEPEFI LMAI

L
D
P
A
D
D
K
K
QLATAEFWKRDEQTEPGSLGKLPYDGHFYFIDEAR I

L
L
T
A
VNKRDQHVLSTQTAEAEESL ILA
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NTDB id 1067804 ACH9ZK RS01310 WP 016388178.1 SAGDALNASHATFNVLNNSDLQFGFVENEDGETVQLSNGLYGQLIRSTNRKLRKDAFEALLRAYESLKNTFAQTLSGQIK 239
NTDB id 480 HSISS4 RS02090 WP 002890133.1 AAGDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVK 238
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NTDB id 1067804 ACH9ZK RS01310 WP 016388178.1 AKDEALKALAPLGNDYLDHMREIFNNRYIDVVENKGKRSGAYSGGAYDTNPFILLNWHDAVDELYTLVHETGHSVHSWYT 399
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