
logo MNGKKLQVI
Q
N
V
Y
P
L
E I
Y
N
D
A
E
L
Y
C
Q
LGHRQLLFLTAEAKQNDQE I

M
L
A
K
S
T
A
D
K
N
E
F
T
N
QNFNTDQVVN

E
I
N
Y
E
E
S
T
R
A
L
N

Q
P
K
Q
T
L
F
I
A
S
K
E
I
M
R
K
G
K
R
L
A
E
P
M
S
A
F
T
M
L
S
R
M
R
V
K
N
V
E
A
S
K
H
N
G
R
K
Q
V
L
C
R
V
FCNQRCDFGQNTQSAEIVTHVIAIPLDPKEQTENNTVWCKLYLPDNIGKRTAFHTYFYCAPRFQTEC I

L
A
E
L
L
F
M
G
KRLVEVRESEGDDESQQSVWYT

NTDB id 615 LCA RS02545 WP 011374200.1 MGQQV.IACGRQFTAAQLADTQNN....NYSLPQIKRRPAFLRVKHRLVCQRCQQVVPPQ.TCLPDGRHYCAQCLLFGRLVEGDW 79
NTDB id 593 KW2 RS05130 WP 021037147.1 MNLILENLLGHLLLEKDISAFNNFTDQVNNENKLIKIGAMTSVNANKVRCNRCGTIHIKTNVKLPIGAFFCPTCLELGRVRSDEY 85
NTDB id 64544 SPB RS05455 WP 003104831.1 MGKNY.YEQGRLFTEQQMKN........VITAKTFSMKESMSMESGKQCCNRCFQEVAKT.NLLPNGKTYCRFCIAFGRVESESQ 75
NTDB id 277 KZH43 RS10090 WP 000867601.1 MKVNL.DYLGRLFTENELTE........EERQ.LAEKLPAMRKEKGKLFCQRCNSTILEE.WYLPIGAYYCRECLLMKRVRSDQT 74
NTDB id 236 SPD RS10765 WP 000867601.1 MKVNL.DYLGRLFTENELTE........EERQ.LAEKLPAMRKEKGKLFCQRCNSTILEE.WYLPIGAYYCRECLLMKRVRSDQT 74
NTDB id 202 SPR RS10250 WP 000867601.1 MKVNL.DYLGRLFTENELTE........EERQ.LAEKLPAMRKEKGKLFCQRCNSTILEE.WYLPIGAYYCRECLLMKRVRSDQT 74
NTDB id 167 SP RS11275 WP 000867616.1 MKVNL.DYLGRLFTENELTE........EERQ.LAEKLPAMRKEKGKLFCQRCNSTILEE.WYLPIGAYYCRECLLMKRVRSDQT 74
NTDB id 507 SM12261 RS09240 WP 000867722.1 MKVNP.NYLGRLFTENELTE........EERQ.LAEKLPAMRKEKGKLFCQRCNSTILEE.WYLPIGTYYCRECLLMKRVRSDQS 74
NTDB id 535 SMSK321 RS10515 WP 000867726.1 MKVNP.NYLGRLFTENELTK........EERQ.LAEKLPAMRKEKGKLFCQRCDSAILDE.WYLPIGAYYCRECLLMKRVRSDQV 74
consensus !**** **!********** **** ****************!*!!******* **!!*!***!**!****!******

logo

F
LYHTYLVFAPEPQCQEAHDLFAFPEKGKNQNIP

T
D
I
K
Y
VLTRKWENTRGKQLTEPHNYFQDEKAIVASDQEFAGVLCIVLEGQNQVAI

Y
V
L
Q
T
D
T
N
K
K
N

Q
Q
E
K
K
N
R
P
H
I
L
S
T
V
L
L
V
Q
T
HAVTGAGKTEML

I
F
Y
K

Q
G
L
V
I
V
L
E
A
Q
S
V
K
A
I
V
L
I
Q
S
N
H
K
Q
AGQGRSWAVGCFLTAASPRVIADVC I

L
D
E
I
L

NTDB id 615 LCA RS02545 WP 011374200.1 LYTVPECHLFENNIPKLTWEGQLTPHQEKAAQAVVEVVQTQKRHVLTAVTGAGKTEMLFQGILVALQKGQRVCLAAPRVAVCLEL 164
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