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NTDB id 111172 ACMCNG RS02085 WP 226692716.1 ....MLKGQTLLSLMISLAISAALLFVISQFYVDTQIQNQKIFLRLKLQAEIQRTIQLIGKDLRRAGFRALNDKLIESNL 76
NTDB id 1351 HI 0939 AAC22603.1 MMKVLLKGQTLLALMISLSLSSLLLLSISHFYVQIQTQNQHMLLHLKLQAELQRTLQLIGKDLRRLGFRALNAKLTESNL 80
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NTDB id 111172 ACMCNG RS02085 WP 226692716.1 NLFELDEKGSALIISQANNAAQNSCVLFFYDLDANGCIGEKYTKNTCINGNQNVAKGIEKELFGYKLNGKMIETKQTYKN 156
NTDB id 1351 HI 0939 AAC22603.1 SLFELDEQGTAIFISQEDNAPPNSCVLFFYDLNKNGCIGKGSP.KTCMKKGKNTSKSSTEELFGYKVSNKMIKTKLTYQS 159
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LE IKRLGKGNLKNQTYPENIHSYETASLMVVAVLWNQK
NTDB id 111172 ACMCNG RS02085 WP 226692716.1 TIKVNCQFGECQKALQQSACNAGGGWTDLLDEKEYEITHLQFNRFAEGKGIEIRLGGNLKNYPEIHYETAMVVALWNQ. 234
NTDB id 1351 HI 0939 AAC22603.1 VIPTNCTAETCKRAFQQTACNAGGGWADLLDNNEYEITRLQFNWLIEGKGLEIKLKGNLKQTPNISYETSLVVVLWNQK 238
consensus !* !! ! *! !!*!!!!!!!! !!!! !!!!!*!!!! !!!!*!!*! !!!!* ! !*!!! *!! !!!!*
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