
logo MRCLTCLKLSFKPLCPNCLNDLPLNSLKVRVLDEGVSVYSFYAYSE I EEL IKSKYAL IGSR I LPLLSQKAGAKEFVKI LMQEQGLNIPL
NTDB id 25968 HPAG1 RS07290 WP 001203555.1 MRCLTCLKLSFKPLCPNCLNDLPLNLKVRVLDGVSVYSFYAYSEIEELIKSKYALIGSRILPLLSQKAGKEFVKIMQEQGLNIPL 85
NTDB id 1221 C694 RS07590 WP 001203580.1 MRCLTCLKLSFKPLCPNCLNDLPLSLKVRVLEGVSVYSFYAYSEIEELIKSKYALIGSRILPLLSQKAGAEFVKILQEQGLNIPL 85
consensus !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!

logo YGIA IDDKIKSFYSHSAALLKGFCQGNLKAPTYGCRLRANNAVSYAGKSLEFRANNPRNFTFKGDESTLDYFLLDDI ITTGTTLKEAL
NTDB id 25968 HPAG1 RS07290 WP 001203555.1 YGIAIDDKIKSFYSHSAALLKGFCQGNLKATYGCLRANNAVSYAGKSLEFRANNPRNFTFKGDETLDYFLLDDIITTGTTLKEAL 170
NTDB id 1221 C694 RS07590 WP 001203580.1 YGIAIDDKIKSFYSHSAALLKGFCQGNLKPTYGRLRANNAVSYAGKSLEFRANNPRNFTFKGDESLDYFLLDDIITTGTTLKEAL 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo KHYLKATLNIKAVHFAIALCSADE
NTDB id 25968 HPAG1 RS07290 WP 001203555.1 KHLKALNIKAHFAIALCSADE 191
NTDB id 1221 C694 RS07590 WP 001203580.1 KYLKTLNIKVHFAIALCSADE 191
consensus !*!! !!!! !!!!!!!!!!!
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