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NTDB id 311773 HYN24 RS13690 WP 117609767.1 AKVRRVIQKIEPEGPHETLLVLDANIGQNALQQVKAFDKAINVTGLVLTKLDGTAKGGVVTAIARQCPKPIRFIGVGEQI 310
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
consensus !!*!!*!! ! *!!! **!!!!!!!!!!**!!!!!! !* *!!!**!!!!!!!!!!** !*! *! !*!*!!!!! !

logo DDLRPFDSARADFVDALMF
L
D
E
Q
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