
logo

MNS
M
A
V
S
L
A
A
F
L
T

H
T
E
N
T
E
L
P
S

V
Y
P
G
R
K
M
H
I
S
F
L
Q
V
S
T
N
G
F
I
L
A
F
G
I
L
V
S

A
Q
T
R
L
V
I
RLRVLEQDKNAEEQKGAHIVYL IVLDENSTEKVFAEQASTAKNTQMAE I

R
E
Q

A
E
H
Q
S
T

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

L
V
P
A
P
Q
E
M
W
A
Y
F
I
L
A
F
V
I
L
D
K
E
S
D
E
K
L
N
S

F
S
V
K
G
H
L
S
V
F
I

V
I
L
F
H
Q
T
S
S
A
P
A
E
H
K
L
Q
S

L
S
T
Q
E
I
L
T
A
L
A
E
A
I
L
Q
H
T

A
N
I
L
A
S
A
H
L
Q
R
V
S

N
I
V
EFASGMVYELSPCEIMQYLFMPTLESDI

V
L
D
G
R
N
S
C
H
R
Q
V
I
F
Y
P
E
D
A
P
R
T
V
Y
G
H
S
A

NTDB id 1168 A1552VC RS11070 WP 000957200.1 ..........MLTNLVAILRQAELISATQEQAVVTQVSASGTSVPEALLELSIFHAQELTEQLSHIFGLPETDLSRYDYA 70
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 NLCQQLGLRELITRYDALPIAKQGNLLLLAVSDPTLLQAEEEFRFATGLQVELALADHRALQAAIRRLYGRSIQGAANQG 150
NTDB id 1293 VP RS12240 WP 005479695.1 SLCQQLGLRELITRHNALPLHRTPSTLLLAVADPTNQQAEDDFRFATGLQVELVLADFRELSTAIRRLYGRSLSHEKSGL 150
NTDB id 1401 DSB67 RS12665 WP 010643259.1 SLCQTLGLRDLITRHNALPLNRTSSTLILAVADPTNLQAEDDFRFATGLQVELVLADFRELTAAIRRLYGRSLGQEKSGL 150
NTDB id 1110 NGFG RS09235 WP 003689817.1 RVLMGVLTEEQMVEFHCVPVFRRGDKVFFAVSDPTQMPQIQKTVSAAGIAVELVIVEDDQLAGLLDWVGSRSTSL.LQEL 148
NTDB id 1251 GCO85 RS07725 WP 011946523.1 TIPVNLVNEKLIKRHAMVPLFSRGTNLYLATDDPSKQASLKEIQFHTGLNTHAIVVETDKLSALIDNLLTAKESQGLSEY 158
NTDB id 1000002 ABFU13 RS05310 WP 012437606.1 QNAVKLVSEELLQKHQVLPLFKRGNRLFVGVSNPTQTKALDDIKFHTNLVVEPILVDEDQIRRTLEQWQAGNASFGSALG 160
NTDB id 1058 ABD1 RS01615 WP 001274986.1 QIPKDLVDQKLILKHRILPLIQRGQILYVATSNPSNIEAIDAIRFNSKLLVEPVIVEHHKLEKVLGQHFAEESSFDFNDE 158
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 KEISQDELANLVKVSD....DELQSIEDLSQDDSPVSRFINQVLLDAVRKGASDIHFEPYENQYRIRLRCDGILVETQQP 226
NTDB id 1293 VP RS12240 WP 005479695.1 KEINQEELASLVDVGA....DEIDNIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYEKMYRVRLRCDGILIETQQP 226
NTDB id 1401 DSB67 RS12665 WP 010643259.1 KEINQDELAGLVDIGE....DEIENIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYENMYRVRLRCDGILIEIQQP 226
NTDB id 1110 NGFG RS09235 WP 003689817.1 GEGQEEEE............SHTLYIDNEEAEDGPVPRFIHKTLSDALRSGASDIHFEFYEHNARIRFRVDGQLREVVQP 216
NTDB id 1251 GCO85 RS07725 WP 011946523.1 VEDSGDLEGLEISADDE...DQDIDTATSVTDDAPIVKFVNKILLDAIRQGASDIHFEPYEREYRIRYRQDGILHEVATP 235
NTDB id 1000002 ABFU13 RS05310 WP 012437606.1 GDDE.EMGDLDVSAGDEDMGAGGDSGVDAKGDDTPVVKFVNKVLVDAIRRGASDIHFEPYEDDYRVRLRIDGLLKNVAKA 239
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ......EFDLDVN..LDGPTAQEDEEEAPQGDEAPIVKYINKLLIDAIRMGASDLHFEPYEKSYRVRYRVDGVLRQIANP 230
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ......ELDLDVE..VDPHTTDDDDEDDKLKDEAPIVKYINKLLIDAIRMSASDLHFEPYEKSYRVRYRVDGVLRLIATP 230
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 ASHLSRRLAARIKILSKLDIAERRLPQDGRIKLRLSR.DTAIDMRVSTLPTLWGEKIVLRLLDSSAANLDIDKLGYNPQQ 305
NTDB id 1293 VP RS12240 WP 005479695.1 PNHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSASLDIDKLGYSEQQ 305
NTDB id 1401 DSB67 RS12665 WP 010643259.1 PSHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSAALDINKLGYSDSQ 305
NTDB id 1110 NGFG RS09235 WP 003689817.1 PIAVRGQLASRIKVMSRLDISEKRIPQDGRMQLTFQKGGKPVDFRVSTLPTLFGEKVVMRILNSDAASLNIDQLGFEPFQ 296
NTDB id 1251 GCO85 RS07725 WP 011946523.1 PASLSSRITARIKVMSNLDISERRIPQDGGFKMKISK.SRAIDFRVSTCPTSAGEKVVMRVLDSGAAKLGIEALGFNPVQ 314
NTDB id 1000002 ABFU13 RS05310 WP 012437606.1 PVKLNQRIAARLKVMSQLDIAEKRVPQDGRIKLNLSK.TKQIDFRVSTLPTLFGEKVVLRILDASAAKLGIEKLGYEADQ 318
NTDB id 1058 ABD1 RS01615 WP 001274986.1 PLQLANRLASRLKVMSQMDISEKRVPQDGRIKLKLSK.SKAIDFRVNSLPTLFGEKLVLRILDPSSAMLGIDALGYEEDQ 309
NTDB id 1018 ACIAD RS01685 WP 004920473.1 PLQLATRLASRLKVMSQMDISEKRVPQDGRIKLKMSK.SKTIDFRVNSLPTLFGEKIVLRILDPASAMLGIDALGYEPEQ 309
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 KQLYLNALKRPQGMILMTGPTGSGKTVSLYTGLRILNTSQINISTAEDPVEINLSGINQVQVQPKIGFGFAEALRSFLRQ 385
NTDB id 1293 VP RS12240 WP 005479695.1 KQLYLEALRRPQGMILMTGPTGSGKTVSLYTGLNILNKPEINISTAEDPVEINLSGINQVQVQPKIGFGFAEALRSFLRQ 385
NTDB id 1401 DSB67 RS12665 WP 010643259.1 KQLYLDALRRPQGMILMTGPTGSGKTVSLYTGLSILNKPEINISTAEDPVEIYLPGINQVQVQPKIGFGFAEALRSFLRQ 385
NTDB id 1110 NGFG RS09235 WP 003689817.1 KKLLLEAIHRPYGMVLVTGPTGSGKTVSLYTCLNILNTESVNIATAEDPAEINLPGINQVNVNDKQGLTFAAALKSFLRQ 376
NTDB id 1251 GCO85 RS07725 WP 011946523.1 RTNFLKAIQRPQGMILVTGPTGSGKTVTLYTALNILNTIEVNISTAEDPVEIKVPGINQVNINPKAGLTFSGALRSFLRQ 394
NTDB id 1000002 ABFU13 RS05310 WP 012437606.1 QKLFLDAIHKPYGMVLVTGPTGSGKTVSLYTALGILNDETRNISTAEDPVEIRLPGVNQVQQNVKRGMTFAAALRSFLRQ 398
NTDB id 1058 ABD1 RS01615 WP 001274986.1 KALFMEALDKPQGMLLITGPTGSGKTVSLYTGLNILNTESSNISTAEDPVEINLEGINQVNVNPKVGLTFAAALKSFLRQ 389
NTDB id 1018 ACIAD RS01685 WP 004920473.1 KALFMEALNKPQGMLLITGPTGSGKTVSLYTGLNILNTEHANISTAEDPVEINLEGVNQVNVNPKVGLTFAAALRSFLRQ 389
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 DPDVVMVGEIRDLETAEIAVKAAQTGHLVLSTLHTNSAAETVIRLANMGVEPFNLASSLSLIIAQRLARRLCKHCKIAV. 464
NTDB id 1293 VP RS12240 WP 005479695.1 DPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETIIRLSNMGVESFNLASSLSLIIAQRLARKLCPYCKQPQ. 464
NTDB id 1401 DSB67 RS12665 WP 010643259.1 DPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETVIRLSNMGVESFNLASSLSLIIAQRLARKLCPYCRQPQ. 464
NTDB id 1110 NGFG RS09235 WP 003689817.1 DPDIIMVGEIRDLETADIAIKAAQTGHMVFSTLHTNNAPATLSRMLNMGVAPFNIASSVSLIMAQRLLRRLCSSCKQEVE 456
NTDB id 1251 GCO85 RS07725 WP 011946523.1 DPDIIMVGEIRDLETAEIAIKAAQTGHLVLSTLHTNSAAETLNRLVNMGIPTFNIASSVTLIIAQRLARKLCNQCKAVRD 474
NTDB id 1000002 ABFU13 RS05310 WP 012437606.1 DPDIIMVGEIRDLETAEIAIKAAQTGHMVLSTLHTNDAPQTIARLMNMGIAPYNITSSVTLVIAQRLARRLCNNCKRK.S 477
NTDB id 1058 ABD1 RS01615 WP 001274986.1 DPDIIMVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAPETLTRLRNMGVPSFNIATSVNLVIAQRLARRLCSQCKIP.A 468
NTDB id 1018 ACIAD RS01685 WP 004920473.1 DPDIIMVGEIRDLETAEIAIKAAQTGHLVMSTLHTNNAAETLTRLRNMGVASFNIATSVNLVIAQRLARRLCSQCKRP.I 468
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 RPSALLQSQFAFQPNEI....LYEANAAGCNECT.GGYSGRVGIYEVMAFNTELAEAIMQRASIHQIERLAKANGMQTLQ 539
NTDB id 1293 VP RS12240 WP 005479695.1 EHTVQL.QHLGIQTTDN....IFRANPDGCNECT.HGYSGRTGIYEVMRFDESLSEALIKGASVHELEKLAIANGMSTLQ 538
NTDB id 1401 DSB67 RS12665 WP 010643259.1 EPNSQL.QHIGIANTEQ....IFQANPDGCNECT.HGYSGRTGIYEVMKFDESLSEALIKGASVHELEKLAIANGMQTLQ 538
NTDB id 1110 NGFG RS09235 WP 003689817.1 RPSASALKEVGFTDEDLAK.DWKLYRAVGCDRCRGQGYKGRAGVYEVMPISEEMQRVIMNNGTEVGILDVAYKEGMVDLR 535
NTDB id 1251 GCO85 RS07725 WP 011946523.1 DFTNQGLIELGFKEADLVN..LKLYKAVGCEQCT.SGYRGRVGLFEVLPMTKELGQLIMSGGNSLDILKLAQSEGMLTIF 551
NTDB id 1000002 ABFU13 RS05310 WP 012437606.1 TLPEHALLAEGFTPEQVAN..IELYEAVGCDECT.EGYKGRTGIYQVMPMTDEIGAIVLEGGNAMQIAEAAQKIGIRDLR 554
NTDB id 1058 ABD1 RS01615 WP 001274986.1 DIPKQSLLEMGFTEQDLAHPDFRVFQPVGCLECR.EGYKGRVGIYEVMKVTPEISKIIMEDGNALEIAAASEKLGFNNLR 547
NTDB id 1018 ACIAD RS01685 WP 004920473.1 QVPERSLLEMGFTPEDLAQPEFQIFEPVGCHDCR.EGYKGRVGIYEVMKITPEISKIIMEDGNALEIAATAETLGFNNLR 547
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 ESGLEKLREGITSFAELQRVLYF 562
NTDB id 1293 VP RS12240 WP 005479695.1 MSGIEKLKQGITSFSELQRVLYF 561
NTDB id 1401 DSB67 RS12665 WP 010643259.1 MSGIEKLKQGITSFRELQRVLYF 561
NTDB id 1110 NGFG RS09235 WP 003689817.1 RAGILKIMQGITSLEEVTANTND 558
NTDB id 1251 GCO85 RS07725 WP 011946523.1 QSGIEKVKEGITTIEEVNRVTVD 574
NTDB id 1000002 ABFU13 RS05310 WP 012437606.1 QSALMKASHGVTSLAEINRVTKD 577
NTDB id 1058 ABD1 RS01615 WP 001274986.1 RSGLKKVMQGVTSLQEVNRVTSE 570
NTDB id 1018 ACIAD RS01685 WP 004920473.1 RSGLKKVMQGVTSLQEINRVTSE 570
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