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

logo

K
L
G
L
N
R
F
T
A
W
A
T
I
T
W
YKI

V
E
R
D
E
K
QGHNIDTVKRLGQLPES IVGKAGGRCTVNRAKAQNYPTANAPGNAPDKAGPSQSPYAI

L
T
VAPALPLWFGPVGKADGFKAPEMNKYASAASVSVTDYPDKSASSSR I LYFLQYNTL

NTDB id 39083 NLA RS09270 WP 013449486.1 KGRTATIYKVREQGHIDVKLQLPSIGAGGCTRAQYTAAGPDGSQYAIVAPAPL....GAGFP.NKAAAVVTDPKSASSRILFYTL 397
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