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NTDB id 1103 NMB RS07590 WP 002212976.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1131 NGFG RS05740 WP 003695064.1 ...MSLNKVILIGRLGRDPEVRYMPNGEAVCNFSVATSETWNDR.NGQRVERTEWHNITMYRKLAEIAGQYLKKGGLVYL 76
NTDB id 1166 A1552VC RS00795 WP 000168289.1 MASRGVNKVILIGNLGQDPEVRYMPSGGAVANITIATSETWRDKATGEQKEKTEWHRVTLYGKLAEVAGEYLRKGSQVYI 80
NTDB id 236077 CEP87 RS04740 WP 011514278.1 ..MRGVNKVIIIGNLGADPEARQFNNGGSVTNISVATSEQWTDKQSGEKREATEWHRISLFNRLGEIAAQYLRKGSKVYI 78
NTDB id 1390 A4U84 RS00055 WP 021115958.1 ..MAGVNKVIIVGNLGNDPDMRTMPNGDAVATLSVATSESWNDKMTGERREVTEWHRIVFFRRQAEVAGQYLRKGSKVYV 78
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MKQMLDGSGSRASTNGQSEGNSNGDAGGDGFGGSNNQGGQASPNYDEQEGGYGNQQSGQGSEAGFMWYNPSANQAQPGGQNDYGQ
NTDB id 1103 NMB RS07590 WP 002212976.1 EGRIQSRKYQGKDGIERTAYDIVANE....MKMLGGRNENSG............GAPYEEGYGQSQEAY........... 129
NTDB id 1131 NGFG RS05740 WP 003695064.1 EGRIQSRKYQGKDGIERTAYDIVANE....MKMLGGRNENSG............GAPYDEGYGQSQEAY........... 129
NTDB id 1166 A1552VC RS00795 WP 000168289.1 EGQLQTRKWQDQSGQDRYSTEVVVQGYNGIMQMLGGRAQ...................QGG.......MPAQGG...... 128
NTDB id 236077 CEP87 RS04740 WP 011514278.1 EGSLRTRKYQDPNGQDRYITEIRAEQ....MQMLDGSTGGSNDAGGGFGSNNQGGQSNQGGYGNQGGGFSNQGGQNDYGQ 154
NTDB id 1390 A4U84 RS00055 WP 021115958.1 EGKLKTRKWQDQNGQDRYTTEIQGDV....LQMLDSRSSG.....GDFGGN.............QGSGWNQAP....... 129
consensus !!****!!*!* !**!* ****** **!!*** * * **** **

logo

QGG
MN
Q
Q
V
RPAAQQTGSGNSRW

Q
Y
G
NQPGQGQSYASPDSANQGYAGHQNQNNSFNGKNGPS

Q

H
D
N
Q
A
T
P
A
M
R
Q
P
Q
S
N
H
Q
P
F
Q
N
E
K
A
Q

S
P
T
A
P
A
Q

A
K
Q
P
Q
P
R
Y
A
R
S
Q
Q
S
P
A
K
P
V
Q
P
T
Y
A
E
N
A
E
M
P
APDMPVDGMENPDVFIDDDIPF

NTDB id 1103 NMB RS07590 WP 002212976.1 ...QRPAQQSRQ.....PA..........SDA..PSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1131 NGFG RS05740 WP 003695064.1 ...QRPAQQSRQ.....PA..........PDA..PSHPQEAPAAPRRQPVPAAAPVEDIDDDIPF 174
NTDB id 1166 A1552VC RS00795 WP 000168289.1 ..MNVPAQQGSWGQPQQPA.........KQHQPMQ.....QSAPQQYSQPQYNEPPMDFDDDIPF 177
NTDB id 236077 CEP87 RS04740 WP 011514278.1 QGGNQPAQQGGYNQGGSASQGGHQNSFNNQNAPAQQNQFNKPTQAPAQSKPTAMPDGPVDDDIPF 219
NTDB id 1390 A4U84 RS00055 WP 021115958.1 .......AQTNYNQGGYSDNYAQNNNFNGGNATRP.....QPAQKPA..AQAEPPMDNFDDDIPF 180
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