
logo MMKTVLLKGQTLLALMI SLASLSSLLLLS I SHFYVQIQTQNQHI
MLLHLKLQAELQRTLQL IGKDLRRLGFRALNATKGLTESNL

NTDB id 304452 DV427 RS00860 WP 114892157.1 MMKTLLKGQTLLALMISLALSSLLLLSISHFYVQIQTQNQHILLHLKLQAELQRTLQLIGKDLRRLGFRALNTKGTESNL 80
NTDB id 1351 HI 0939 AAC22603.1 MMKVLLKGQTLLALMISLSLSSLLLLSISHFYVQIQTQNQHMLLHLKLQAELQRTLQLIGKDLRRLGFRALNAKLTESNL 80
consensus !!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!

logo SLFELDEQGTAI F I SQEDNAPLPNSCVLFFYDLNKNGC IGKDGSPKTCMKKNGKNTSKNSSTEELFGYKVSNKMIKTKLTYQSV
NTDB id 304452 DV427 RS00860 WP 114892157.1 SLFELDEQGTAIFISQEDNAPLNSCVLFFYDLNKNGCIGKDSPKTCMKNGKNTSKNSTEELFGYKVSNKMIKTKLTYQSV 160
NTDB id 1351 HI 0939 AAC22603.1 SLFELDEQGTAIFISQEDNAPPNSCVLFFYDLNKNGCIGKGSPKTCMKKGKNTSKSSTEELFGYKVSNKMIKTKLTYQSV 160
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo I PTNCTAETCKRAFQQTACNAGGGWATDLLDNNEYE I
VTRTLQFNWL I EGKGLE IKLKGNLKQTPNI SYETSLVVAVLWNQK

NTDB id 304452 DV427 RS00860 WP 114892157.1 IPTNCTAETCKRAFQQTACNAGGGWTDLLDNNEYEVTTLQFNWLIEGKGLEIKLKGNLKQTPNISYETSLVVALWNQK 238
NTDB id 1351 HI 0939 AAC22603.1 IPTNCTAETCKRAFQQTACNAGGGWADLLDNNEYEITRLQFNWLIEGKGLEIKLKGNLKQTPNISYETSLVVVLWNQK 238
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!*! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!
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