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VGSFLNVVI FYRVLTPRVKI
MMELRQGDEWHTQRARVQFEACKAQAEMHSLFLHPNLEPPYEGKLQTIPDETIDPI EPDEKQSHGRSERTKFLNTLMNSLQVKPDVARSCTSCQPHQAKCGHRQVQTQP

NTDB id 1111 NGFG RS09220 WP 003689814.1 ...MSDLSVLSPFA.VPLAAVLGLLVGSFLNVVIYRVPVMMERGWTVFAKEHLNLPLTDDESRTFNLMKPDSCCPKCRVP 76
NTDB id 254601 CS557 RS13835 WP 099949293.1 MLSLLTYFIENPTALYIAVGLISLCIGSFLNVVIFRTPKMMEQEWHQECQMLLHPEQPIIDQSKLTLSQPVSTCPKCQTP 80
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPRMMEQDWQQECQMLLNPEQPIIDHEKLTLSKPASSCPACHQP 80
NTDB id 1061 ABD1 RS18470 WP 001152280.1 MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPKMMEQDWQQECQMLLNPEQPIIDHERLTLNKPASSCPACQQP 80
NTDB id 1170 A1552VC RS11080 WP 000418747.1 ....MELFYFYPWLFPVLATLFGLIVGSFLNVVIYRLPKIMEREWRAECAASFPEYGITPPEGKLTLSLPRSTCPHCQTP 76
NTDB id 1403 DSB67 RS12675 WP 010643256.1 ....MEVFQYYPWLFVVFATIFGLIVGSFLNVVIYRLPKIMELEWRRECAESFPEYKIEPPKETLTLSVPRSSCQQCGTQ 76
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NTDB id 1111 NGFG RS09220 WP 003689814.1 IRAWQNIPIVSYLLLRGKCASCQTKISIRYPLIELLTGVLFGLVAWQYGWSWITLGGLILTAFLISLTFIDADTQYLPDS 156
NTDB id 254601 CS557 RS13835 WP 099949293.1 IKWFQNIPLISWLALRGKCGTCKNPISIRYPLIELLTMICSLIVVAVFGATIQMLFGLILTWTLIALTFIDFDTQLLPDR 160
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 IRWYQNIPLISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIALTFIDFDTQLLPDR 160
NTDB id 1061 ABD1 RS18470 WP 001152280.1 IRWYQNIPVISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIALTFIDFDTQLLPDR 160
NTDB id 1170 A1552VC RS11080 WP 000418747.1 IRVIDNIPLLSWLALRGQCSHCKAPISARYPLIELLTALMSLVIATHFPFGVFAVALLFFSYVLIAATFIDFDTLLLPDQ 156
NTDB id 1403 DSB67 RS12675 WP 010643256.1 IRIRDNIPVISWLLLRGKCHNCQAPINARYPLIELLTAFCSGFIAFHFGFSYFTVALVFFTFVLIAATFIDLDTMLLPDQ 156
consensus !* **!!!**!*!*!!!*!* !* *!**!!!*!!!!! ****** ** ** * *******!!**!!!!*!!**!!!

logo

M
L
FTLPL ILMAAWGTLGI

L
I
A
G
F
L
I
A
NL
T
A
D
L
F
A
N
G
F
G
I
F
S
Y
PT
V
P
T
SL
P
N
Q
S

A
D
S
S
AVI LIWGAYVMLAIGFYSLSCLWLSI ILVCYAWYVLYFKI

V
L
I
LTGKTEGMGNYGDFKL ILAALGAWLMGI

W
P
M
S
L
Q

A
Q
S
MLPMVLLI IVFLVLSS

NTDB id 1111 NGFG RS09220 WP 003689814.1 MTLPLIWLGLIFNLDGGF.VPLQSAVLGAVAGYSSLWLLCAVYKLLTGKTGMGNGDFKLIAALGAWLGISALPVLIFVSS 235
NTDB id 254601 CS557 RS13835 WP 099949293.1 FTLPLAALGLGINTFAIY.TTPSAAIWGYLIGFLCLWIVYYLFKIITGKEGMGYGDFKLLAALGAWMGPMMLPLIVLLSS 239
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 FTLPLAALGLGINTFNIY.TSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWMGPLMLPLIVLLSS 239
NTDB id 1061 ABD1 RS18470 WP 001152280.1 FTLPLAALGLGINTFNIY.TSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWMGPLMLPLIVLLSS 239
NTDB id 1170 A1552VC RS11080 WP 000418747.1 LTLPLLWGGIALALLGFSPVSLSDAVIGAMAGYLSLWSIYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQQLPVIVLLSS 236
NTDB id 1403 DSB67 RS12675 WP 010643256.1 LTLPLMWTGIALALAGISPVSLQDSIIGAMAGYLCLWSVYWLFKLLTGKEGMGYGDFKLLAALGAWLGWQSLPMIILLSS 236
consensus !!!! *!**** *** * * ** ! * !***!!******!**!!!*!!!*!!!!!*!!!!!!*! !!*****!!

logo

M
V
L
I
L
VGLVAVIAFIAGLIMVIMQLMLRKMQLQRRKKQVANGEKDIDEGNKMRQHAPFPAFGPAYI

L
T
A
V
I
S
AGWFIV I

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

L
V
M
D
N
K
V
I
W
W
YFLGTHSTGI

P
W

L
V
R
G
Q
V
PL

NTDB id 1111 NGFG RS09220 WP 003689814.1 LIGLVAAIVM....RVAKGRHFAFGPALTVSGWIIFTANDSVWRAVNWWLTHPVR... 286
NTDB id 254601 CS557 RS13835 WP 099949293.1 MVGAIIGIMLMKMR..GENQPFAFGPYIAIAGWIAFLWGEQI...MKVYLGG...... 286
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 LLGAIIGIILLKLR..NDNQPFAFGPYIAIAGWVAFLWGDQI...MKIYLGG...... 286
NTDB id 1061 ABD1 RS18470 WP 001152280.1 LLGAIIGIILLKLR..NDNQPFAFGPYIAIAGWVAFLWGDQI...MKIYLGG...... 286
NTDB id 1170 A1552VC RS11080 WP 000418747.1 VVGVIFGLIQLRQQKKGIDMAFPFGPYLAIAGWFALLWGDKV...IDWYFTTWVGQPL 291
NTDB id 1403 DSB67 RS12675 WP 010643256.1 VVGVIFGLIQLRLQKQGIEKAFPFGPYLAIAGWVSLIWGHQI...LNWYFTSILGV.. 289
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