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VS ILRPVSTENDKVI EKHADFLAQATDQQGSGAQ
NTDB id 301320 DPR03 RS02155 WP 213030828.1 ........MPLVKSWWKDPIFSSAVGIAALLHIMILMLQFGMPSEQDTSTKEIAVSLRVSNDKIEHADFLAQTDQQGSGQ 72
NTDB id 1078 ABD1 RS15030 WP 000914774.1 MLKKRSLSIEPFYYWWQDRVFIAAIILAILLHIFVLLIHFAMPAPSEQSTKEIAISIRPTEDVIKHADFLAQADQQGSGA 80
consensus *********** !! !**! !* *! !!!! *!***!*!! * * !!!!!!*!*!** ! ! !!!!!!! !!!!!!

logo FREAHRMSSDNASPALPMPDSDQATASGTGKEAMQLEQNTLSQDEKML
VQQKQQRELKSFEEKVLMTTVLSWQKQAEENSQRKKARLQEEQLNQSQFQAKAAMVA

NTDB id 301320 DPR03 RS02155 WP 213030828.1 FREAHRMSSDAPLPMPDQTAGKEAMLQNSQDMLQQKQELSFEEKVLMTTLSWQKQAEENQRKKRQEELNSQFQAKAAMVA 152
NTDB id 1078 ABD1 RS15030 WP 000914774.1 FREAHRMSSNSPAPMPSDASTGEAQLETL.EKVQQQRELKFEEKVLMTVLSWQKQAEESQRKKALEQLQSQFQAKAAMVA 159
consensus !!!!!!!!! ! !!! !! ! ** *!! !! !!!!!!!! !!!!!!!!! !!!! ! !*!!!!!!!!!!!

logo SLEAQYLTQRQKQDNFSRQQKIKTVDGIQAKKQDAVSAAYLDEKFREQKVEFLYGNRFYYPEKESAKR I
QQQRLAKGDEVRLMVI LNAQNQGGIRAIR

NTDB id 301320 DPR03 RS02155 WP 213030828.1 SLEAQYTQRQKNFSRQQKIKTVDGIQAKQDVSAAYLEKFRQKVEFYGNRFYPKSARIQRLAGDVRLMVILNQNGGIRAIR 232
NTDB id 1078 ABD1 RS15030 WP 000914774.1 SLEAQYLQRQQDFSRQQKIKTVDGIQAKKDASAAYLDKFREKVELYGNRYYPEEAKQQQLKGEVRLMVILNAQGGIRAIR 239
consensus !!!!!! !!! !!!!!!!!!!!!!!!! ! !!!!!*!!! !!! !!!!*!! !* ! ! !*!!!!!!!! *!!!!!!!

logo LLDESSGHYPTVLDEAAKRATSLVRKRAGAPFGARFDANMKDI SELR I IRTWRFDPAEAEFEVHR
NTDB id 301320 DPR03 RS02155 WP 213030828.1 LLDSSGYTVLDEAARTSLRKAAPFGAFDANMKDISELRIIRTWRFDPAEAEFEVR 287
NTDB id 1078 ABD1 RS15030 WP 000914774.1 LLESSGHPVLDEAAKASVRRGAPFGRFDANMKDISELRIIRTWRFDPAEAEFEVH 294
consensus !!*!!!**!!!!!!* !*!**!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*
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