
logo MMQSLEDVILLSFIAYFQSVYI FLYQQSNYLPFTWLAALFPYVAPIVFMALVAMTAI
V
L
F
L
V

S
GLLCI IVGSFLNVLVVIWYRVTLPRVKI

M
L
MELQRGDEWTQRRVAQFQEACHKAQAMEHVLSFLGPNELPPEYGKLPQGTIPETDIDIPEVDPEGKSHGPREKRTFYLNTLNMSLQVKPDNARSTCSCQPKQAHCGHNRQVTQQP

NTDB id 1111 NGFG RS09220 WP 003689814.1 MSDLS...VLSPF.AVPLAAVLGLLVGSFLNVVIYRVPVMMERGWTVFAKEHLNLPLTDDESRTFNLMKPDSCCPKCRVP 76
NTDB id 1061 ABD1 RS18470 WP 001152280.1 MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPKMMEQDWQQECQMLLNPEQPIIDHERLTLNKPASSCPACQQP 80
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPRMMEQDWQQECQMLLNPEQPIIDHEKLTLSKPASSCPACHQP 80
NTDB id 208578 PverR02 RS04350 WP 079442838.1 MSLLL...SQQPWAFVAMAMVLGLIVGSFLNVLVWRLPKMLEREWRAQAHEVLGL.PGDPVGPRYNLMQPNSCCPHCNQP 76
NTDB id 1170 A1552VC RS11080 WP 000418747.1 .MELF...YFYPWLFPVLATLFGLIVGSFLNVVIYRLPKIMEREWRAECAASFPEYGITPPEGKLTLSLPRSTCPHCQTP 76
NTDB id 1403 DSB67 RS12675 WP 010643256.1 .MEVF...QYYPWLFVVFATIFGLIVGSFLNVVIYRLPKIMELEWRRECAESFPEYKIEPPKETLTLSVPRSSCQQCGTQ 76
consensus * ** ** * * ***!**!!!!!!***!*!***! *! ** * ***! ! !*!* ! *

logo I RAIPVWI
R
W
Y

E
D
QNIP I

V
L
V
L
I SFYWLAMLVLRGQRKCHSAGNSHCKRQETAHAKP INSTAIRYPALTI ELALCTAGMF

V
L
I
L
M
C
F
S
A
G
L
F
L
V
I
V
V
A
F
T
M
W

Q
V
H
Y
F
P
G
W
P
F
G
S
T

V
Y
I
W

I
F
Q
A
M
T

G
V
L
G
F
A
V
L
G
M
V
L
I
L
F
V

F
L
S
T
A
F
Y
W
F
G
VLLI SAMALSTLF IDALVFDHTLMQYLLPDSVQR

NTDB id 1111 NGFG RS09220 WP 003689814.1 IRAWQNIPIVSYLLLRGKCASCQTKISIRYPLIELLTGVLFGLVAWQYGWSWITLGGLILTAFLISLTFIDADTQYLPDS 156
NTDB id 1061 ABD1 RS18470 WP 001152280.1 IRWYQNIPVISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIALTFIDFDTQLLPDR 160
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 IRWYQNIPLISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIALTFIDFDTQLLPDR 160
NTDB id 208578 PverR02 RS04350 WP 079442838.1 IRPWENIPLLSFLMLRGRCAHCREAISTRYPLTELACGLISAVVAWHFGFGWQAGAVMLLSWGLLAMSLIDVDHQLLPDV 156
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consensus !! * !!!**!*!*!!!*!**!* *!* !!!**!!**** * *** **** ** ******!*****!! !***!!!

logo

M
F
L
V
TLPL IMALAWGTLGI

L
I
M
A
G

F
I
L
A
N
S
T
L
A
D
L
V
F

E
N
G
F
G
L
I
SFLP
Y

T
V
P
S
P
L
P
S
N
Q

D
S
S
A
L
V
I
L
I
WGYALMVAIGFYMSLCSLWLTIS ILVCFYAYWVLYFKVLAILTGKDTEGMGNYGDFKL ILALALGAWGMLGI

P
W
S
L
Q
A
I
Q
S
MLPLMVLTI LIVFLMVLSS

NTDB id 1111 NGFG RS09220 WP 003689814.1 MTLPLIWLGLIFNLDGG.FVPLQSAVLGAVAGYSSLWLLCAVYKLLTGKTGMGNGDFKLIAALGAWLGISALPVLIFVSS 235
NTDB id 1061 ABD1 RS18470 WP 001152280.1 FTLPLAALGLGINTFNI.YTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWMGPLMLPLIVLLSS 239
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 FTLPLAALGLGINTFNI.YTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWMGPLMLPLIVLLSS 239
NTDB id 208578 PverR02 RS04350 WP 079442838.1 LVLPLLWLGLMLNSVEL.LVPLPDALWGAVIGYMSLWTVFWLFKLATGKDGMGYGDFKLLALLGAWGGWQILPMTLLMSS 235
NTDB id 1170 A1552VC RS11080 WP 000418747.1 LTLPLLWGGIALALLGFSPVSLSDAVIGAMAGYLSLWSIYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQQLPVIVLLSS 236
NTDB id 1403 DSB67 RS12675 WP 010643256.1 LTLPLMWTGIALALAGISPVSLQDSIIGAMAGYLCLWSVYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQSLPMIILLSS 236
consensus **!!!***!**** * **** ** !** !** !! *****!**!!!*!!!*!!!!!*!*!!!!*! !!*****!!

logo

V
L
I
L
VGLAVCVIAGFIAGI

L
V
I
M
Q
LLKRQRLSQRRNKI

K
Q
V

A
Q
G
A
K
D
I

A
D
E
G
N

K
M
R
T
Q

H
A
P
M
FAPFGPAYI

L
T
A
V
I
S
AGWFIV I

S
A
V
L
F
I
T
L
A
W
N
G
G
H
D
K
S
Q
V
I
WRAI

L
T
V
M

D
K
N

F
I
W
W
YFLQGTHTGS IPVWGLVFRGKQVPL

NTDB id 1111 NGFG RS09220 WP 003689814.1 LIGLVAAIVM....RVAKGRHFAFGPALTVSGWIIFTANDSVWRAVNWWLTHPVR... 286
NTDB id 1061 ABD1 RS18470 WP 001152280.1 LLGAIIGIILLKLRN..DNQPFAFGPYIAIAGWVAFLWGDQI...MKIYLGG...... 286
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NTDB id 1170 A1552VC RS11080 WP 000418747.1 VVGVIFGLIQLRQQKKGIDMAFPFGPYLAIAGWFALLWGDKV...IDWYFTTWVGQPL 291
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