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

logo

D
EGKQRI

L
K
Q
S
TRNKW

Y
E
T
Q
N
G
D
K
Q
E
N
Q
S
DGI

Q
R
D
E
V
R
F
T
Y
S
V
A
T

Y
T
D
E
V
I
Q
V
V
G
A
E
Q
D
N

G
R
S
V
E

V
Y
L
M

NGIMK
Q
F
L
M
V
L
D
E
G
A
P
S
G
K
R
A
G
S
N
Q
S
E
G

Q
N
G
S
G
D
S
G
F
M
G
G
P
S
A
GA
G
P

N
Q
S
Y
D
E
N
Q
EGNSYFSGDWGQEGMNSENQADVPAQGTNQYFNGQGSGQWYGSDENAYAQQRNPDNQSARNQFQPAFNSKRGGQ

NTDB id 113 BSU 40900 NP 391970.1 DGRLQTRNYENQQGQRVFVTEVQAESV....QFLEPKNGGGSGSGGYNEGNSGG.....GQYFGGGQ......NDNPFGG 138
NTDB id 1131 NGFG RS05740 WP 003695064.1 EGRIQSRKYQGKDGIERTAYDIVANEM....KMLGGRNENSGGA.PYDEGYGQSQ.............EAYQRPAQQSRQ 138
NTDB id 1103 NMB RS07590 WP 002212976.1 EGRIQSRKYQGKDGIERTAYDIVANEM....KMLGGRNENSGGA.PYEEGYGQSQ.............EAYQRPAQQSRQ 138
NTDB id 1390 A4U84 RS00055 WP 021115958.1 EGKLKTRKWQDQNGQDRYTTEIQGDVL....QMLDSRSSGGDFG.GN.QGSGWNQAPAQTNYNQGGYSDNYAQNNNFNGG 152
NTDB id 31537 LFERR RS12205 WP 012537427.1 EGRLQTRKWTDKEGQERYTTEIVGDRL....QLVGARGGGGGGA.AS....FDEEDP.................SRPSGG 131
NTDB id 1166 A1552VC RS00795 WP 000168289.1 EGQLQTRKWQDQSGQDRYSTEVVVQGYNGIMQMLGGRAQQGGMP.AQ....GGMNVPAQ....QGSWG....QPQQPAKQ 147
consensus *!****!*** !**** ***** * ****** **** * * * * *

logo

H
N
P
Q
A
N
P
S

N
D
Q
A
R
P
R
SHPMNQTEQGQRSANSPQSAFGA

P

A
G
N
Q
P

A
D
Q
R

D
K
Y
R
K
S
P
Q

A
F
N
Q
P

E
P
A
V

M
N
P
Q

D
P
Y
A
E
G
N
P
A

E
K
P
APAIMPVMDE I

N
D
S
I
FDDDLIPF

NTDB id 113 BSU 40900 NP 391970.1 NQNNQRR..NQGNSFNDDPFANDGKPIDISDDDLPF 172
NTDB id 1131 NGFG RS05740 WP 003695064.1 PAPDAPSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
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