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consensus ! !!*!*!!! !!!!*!! ! ! !!* ! !!!*!! !* * *! **!*!!*!!*!!!!!!!!*!! *

logo

D
N
I
TPVI

VMLSSKDGLVFDKQAKRGRMVVGCSDQEYLTKPFSTKDEQLLNQAI
V
Q
R
N
Q
F
H
G
V
N
SSQLGAM

NTDB id 321148 EAG14 RS17070 WP 044398823.1 DTPVVMLSSKDGVFDKARGRMVGCQEYLTKPFTKDQLLQAVQQFGNSQLGAM 132
NTDB id 1047 H0N27 RS03110 WP 000389061.1 NIPVIMLSSKDGLFDQAKGRVVGSDEYLTKPFSKDELLNAIRNHVSS..... 127
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