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NTDB id 251145 BS636 RS07700 WP 213064238.1 ........MPLVKSWWKDPVFSSAVVIAAVLHVMILMLQFGMPSEQDTSTKEIAVSLRISNDKIEHADFLAQTDQQGSGQ 72
NTDB id 1078 ABD1 RS15030 WP 000914774.1 MLKKRSLSIEPFYYWWQDRVFIAAIILAILLHIFVLLIHFAMPAPSEQSTKEIAISIRPTEDVIKHADFLAQADQQGSGA 80
consensus *********** !! !*!! !***! *!!* *!***!*!! * * !!!!!!*!*!** ! ! !!!!!!! !!!!!!

logo FREAHRMSSDNSVPALPMPDSDQATASGTGKEAESHQLQENSTLSDEKML
VQQKQQRELKSFEEKVLMTTVLMSWQKQAEENSQRKKARLQEEQLNQSQFQAKAAMVA

NTDB id 251145 BS636 RS07700 WP 213064238.1 FREAHRMSSDVPLPMPDQTAGKEESHQNSSDMLQQKQELSFEEKVLMTTMSWQKQAEENQRKKRQEELNSQFQAKAAMVA 152
NTDB id 1078 ABD1 RS15030 WP 000914774.1 FREAHRMSSNSPAPMPSDASTGEA.QLETLEKVQQQRELKFEEKVLMTVLSWQKQAEESQRKKALEQLQSQFQAKAAMVA 159
consensus !!!!!!!!! ! !!! ! ** * * *!! !! !!!!!!!! *!!!!!!!! !!!! ! !*!!!!!!!!!!!

logo SLEAQYLTQRQKQDNFSRQQKIKTVDGIQAKKQDAESAAYLDEKFREQKVEFLYGNRFYYPDEESAKRQVQHQLAKGDEVRLMVI LNAQNQGGIRAIR
NTDB id 251145 BS636 RS07700 WP 213064238.1 SLEAQYTQRQKNFSRQQKIKTVDGIQAKQDESAAYLEKFRQKVEFYGNRFYPDSARVQHLAGDVRLMVILNQNGGIRAIR 232
NTDB id 1078 ABD1 RS15030 WP 000914774.1 SLEAQYLQRQQDFSRQQKIKTVDGIQAKKDASAAYLDKFREKVELYGNRYYPEEAKQQQLKGEVRLMVILNAQGGIRAIR 239
consensus !!!!!! !!! !!!!!!!!!!!!!!!! ! !!!!!*!!! !!! !!!!*!!* !* !*! !*!!!!!!!! *!!!!!!!

logo LLESSGHPTVLDEAAKAMSLVRKRAGAPFGARFDAKNMKDI SELR I IRTWRFDPAEAEFEVHR
NTDB id 251145 BS636 RS07700 WP 213064238.1 LLESSGHTVLDEAAKMSLRKAAPFGAFDAKMKDISELRIIRTWRFDPAEAEFEVR 287
NTDB id 1078 ABD1 RS15030 WP 000914774.1 LLESSGHPVLDEAAKASVRRGAPFGRFDANMKDISELRIIRTWRFDPAEAEFEVH 294
consensus !!!!!!!*!!!!!!! !*!**!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!*
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