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NTDB id 1168 A1552VC RS11070 WP 000957200.1 ................................................................................ 0
NTDB id 1293 VP RS12240 WP 005479695.1 ................................................................................ 0
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ................................................................................ 0
NTDB id 1110 NGFG RS09235 WP 003689817.1 ................................................................................ 0
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ................................................................................ 0
NTDB id 1069559 ACFACP RS24215 WP 009875880.1 ................................................................................ 0
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ................................................................................ 0
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ................................................................................ 0
consensus

logo

D
E
A
QLKREAL

M
A
E
Q
S
L
A
V
A
F
L
M
Q

A
H
K
N
T

D
E
G
R
T

L
P
E
S

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

P
N
G
I
F
L
F
I
L
V
G
S

A
Q
E
T
R
L
Q
R
V
I
I
L
T
R
V
L
E
Q
K
N
L
A
E

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

E
K
V
F
P
A

A
D
K
Q
E
S
T

D
E
K
N
T
Q

M
V
A
E

D
I
L
Q
E
A
H
T
E
Q
S

V
Y
L
A
H
I
Q
V
Y
L
D
K
N
Q
T
E

A
E
L
K
Q

S
Q
V
A
A
N
Q
R
S
K
K
Q
V
R
A
E
F
N
A
G
S

K
G
K
L
T
G
Q
I

E
D
R
S
I
T
M
V
L
E
L
P
V

A
Q
T
D
P
E

H
M
T
A
Y

I
L
F
I
L
V
D
K
E
Q
S

D
E
L
N
S
F
S
V
K
G
H
L
S
V
F
I
K

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

L
M
Q
S
T
A
E

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

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

N
E
I
V
Q

L
F
A
S
G
I
V
E
L
Y

A
E
S
P
C
E
F
I
L
M
Q
Y

C
F
P
V
T
L
E
S
D
I
P
L
D
E
G
I
R
S
N

C
E
H
R
S
V
Q

NTDB id 1028 TT RS08215 WP 011173991.1 EALKEALEVQKGLPRAKPLGEILVELGLARPEDVEEALQKQRRGGGRLEDTLVQSGKLRPEALAQAVATQLGYPYVDPEE 397
NTDB id 1306 DR RS10060 WP 027479822.1 DQLREALQVQAREGKVKPLGEVITELGFASPDEVDSALQKQNVGGGRLEDTLVQSGKLSPEMLARSLAAQLGYEFLDPIQ 397
NTDB id 1168 A1552VC RS11070 WP 000957200.1 ..............MLTNLVAILRQAELISATQEQAVVTQVSASGTSVPEALLELSIFHAQELTEQLSHIFGLPETDLSR 66
NTDB id 1293 VP RS12240 WP 005479695.1 ..............MHSNLSTILRQKGLLTFSQEESLIEQVKASGISMPEALLSSGFFTSSELAEHLSSIFGLSQPELSQ 66
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ..............MLTNLSTVLRQAGILTFSQEESLLEQVKASGISMPEALLSSGFFQSHELTEHLSSVFGLSCTSLNQ 66
NTDB id 1110 NGFG RS09235 WP 003689817.1 ..............MSVGLLRILVQNQVVTVEQAEHYYNES.QAGKEVLPMLFSDGVISPKSLAALIARVFSYSILDLRH 65
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ......MALATEEYRLQGIGQLLVLEKLLDKTKAIELHKLAAAEKISLLQYIVKNKILSAEQIALTAAQNFGVPMLDINC 74
NTDB id 1069559 ACFACP RS24215 WP 009875880.1 .........MNDSIQLSGLSRQLVQANLLDEKTALQAQTQAQRNKLSLVTHLVQNKLVSGLALAELSAEQFGIAYCDLNS 71
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ......MSALHTSPKFTGFFRRLVEEKHVSAATMQTALDAAKRAKQDTVAYLIEEVHLSPSLLAETISAEFAEPYFDLDV 74
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ......MSAFTTPPKFSGFIRRLVEEGYVNAQNMQQALEKAKKFKQDIVPYLIDNFSISPLTIAEIISLEFGEPLLDLGV 74
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NTDB id 1028 TT RS08215 WP 011173991.1 DPPDPGAPLLLPEDLCRRYGVFPHRLEGNRLVLLMKDPRNILALDDVRLALKRKGLNYEVAPAVATEAAITKLIERFYGK 477
NTDB id 1306 DR RS10060 WP 027479822.1 NPPDPKVALMIPEATARRYVVVPVRLQGNSLVVAMKDPRNVFALDDLKLITG.....KEILPAVMAEKDIIRLIERYFGE 472
NTDB id 1168 A1552VC RS11070 WP 000957200.1 YDYANLCQQLGLRELITRYDALPIAKQGNLLLLAVSDPTLLQAEEEFRFATG.....LQVELALADHRALQAAIRRLYGR 141
NTDB id 1293 VP RS12240 WP 005479695.1 YEYASLCQQLGLRELITRHNALPLHRTPSTLLLAVADPTNQQAEDDFRFATG.....LQVELVLADFRELSTAIRRLYGR 141
NTDB id 1401 DSB67 RS12665 WP 010643259.1 YEYASLCQTLGLRDLITRHNALPLNRTSSTLILAVADPTNLQAEDDFRFATG.....LQVELVLADFRELTAAIRRLYGR 141
NTDB id 1110 NGFG RS09235 WP 003689817.1 YPRHRVLMGVLTEEQMVEFHCVPVFRRGDKVFFAVSDPTQMPQIQKTVSAAG.....IAVELVIVEDDQLAGLLDWVGSR 140
NTDB id 1251 GCO85 RS07725 WP 011946523.1 IDVGTIPVNLVNEKLIKRHAMVPLFSRGTNLYLATDDPSKQASLKEIQFHTG.....LNTHAIVVETDKLSALIDNLLTA 149
NTDB id 1069559 ACFACP RS24215 WP 009875880.1 LDRESFPRDAISEKLVRQHRVIPLWRRGNKLFVGISDAANHQAINDVQFSTG.....LTTEAILVEDDKLGLAIDKLFEN 146
NTDB id 1058 ABD1 RS01615 WP 001274986.1 YDTSQIPKDLVDQKLILKHRILPLIQRGQILYVATSNPSNIEAIDAIRFNSK.....LLVEPVIVEHHKLEKVLGQHFAE 149
NTDB id 1018 ACIAD RS01685 WP 004920473.1 FDPALFLKDKIDEKLIQKYRIMPLVHRGHVLYVATSNPTNIEAMDAIRFNSK.....LKVEPIIVEHDKLERLLSEHFVE 149
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NTDB id 1028 TT RS08215 WP 011173991.1 AELSEIAK.........EFA..KKQAEEEV..PSPLELDESAAQKFVKQVIREAFLQDASDIHIEPRQNDVQVRLRIDGA 544
NTDB id 1306 DR RS10060 WP 027479822.1 KGFEKLNK.........ELA..ERNKTQQSQEADLSVADESAIVQVVDSIIREAALQDASDIHIETTEDAVKVRYRIDGA 541
NTDB id 1168 A1552VC RS11070 WP 000957200.1 SIQGAANQ..GKEISQDELANLVKVSDDELQSIEDLSQDDSPVSRFINQVLLDAVRKGASDIHFEPYENQYRIRLRCDGI 219
NTDB id 1293 VP RS12240 WP 005479695.1 SLSHEKSG..LKEINQEELASLVDVGADEIDNIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYEKMYRVRLRCDGI 219
NTDB id 1401 DSB67 RS12665 WP 010643259.1 SLGQEKSG..LKEINQDELAGLVDIGEDEIENIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYENMYRVRLRCDGI 219
NTDB id 1110 NGFG RS09235 WP 003689817.1 STSL.L..........QELGEGQEEEESHTLYIDNEEAEDGPVPRFIHKTLSDALRSGASDIHFEFYEHNARIRFRVDGQ 209
NTDB id 1251 GCO85 RS07725 WP 011946523.1 KESQGLSEYVEDSGDLEGLEISADDED.QDIDTATSVTDDAPIVKFVNKILLDAIRQGASDIHFEPYEREYRIRYRQDGI 228
NTDB id 1069559 ACFACP RS24215 WP 009875880.1 ATDG...LAGLDDVDLEGLDVGVK..ETSGQEDTGAEADDAPVVRFVNKMLLDAIKGGSSDLHFEPYEKIYRVRFRTDGM 221
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ESSF...DFNDEEFD...LDVNLDGPTAQEDEEEAPQGDEAPIVKYINKLLIDAIRMGASDLHFEPYEKSYRVRYRVDGV 223
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ETHF...NFDTEELD...LDVEVDPHTTDDDDEDDKLKDEAPIVKYINKLLIDAIRMSASDLHFEPYEKSYRVRYRVDGV 223
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NTDB id 1028 TT RS08215 WP 011173991.1 LRPYSTLPKGALNAVISVVKIMGGLNIAEKRLPQDGRVRY..REGAIDVDLRLSTLPTVYGEKAVMRLLKKASDIPEIED 622
NTDB id 1306 DR RS10060 WP 027479822.1 LREQNSFPKGAAQQIMARLKIMGHLDIAERRVPQDGRVRF..KKGSIDLDLRLSTLPTVYGEKAVMRLLQKASNIPELEQ 619
NTDB id 1168 A1552VC RS11070 WP 000957200.1 LVETQQPASHLSRRLAARIKILSKLDIAERRLPQDGRIKLRLSR.DTAIDMRVSTLPTLWGEKIVLRLLDSSAANLDIDK 298
NTDB id 1293 VP RS12240 WP 005479695.1 LIETQQPPNHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSASLDIDK 298
NTDB id 1401 DSB67 RS12665 WP 010643259.1 LIEIQQPPSHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSAALDINK 298
NTDB id 1110 NGFG RS09235 WP 003689817.1 LREVVQPPIAVRGQLASRIKVMSRLDISEKRIPQDGRMQLTFQKGGKPVDFRVSTLPTLFGEKVVMRILNSDAASLNIDQ 289
NTDB id 1251 GCO85 RS07725 WP 011946523.1 LHEVATPPASLSSRITARIKVMSNLDISERRIPQDGGFKMKISK.SRAIDFRVSTCPTSAGEKVVMRVLDSGAAKLGIEA 307
NTDB id 1069559 ACFACP RS24215 WP 009875880.1 LHEVAKPPIQLASRISARLKVMAGLDISERRKPQDGRIKMRVSK.TKSIDFRVNTLPTLWGEKIVMRILDSSSAQMGIDA 300
NTDB id 1058 ABD1 RS01615 WP 001274986.1 LRQIANPPLQLANRLASRLKVMSQMDISEKRVPQDGRIKLKLSK.SKAIDFRVNSLPTLFGEKLVLRILDPSSAMLGIDA 302
NTDB id 1018 ACIAD RS01685 WP 004920473.1 LRLIATPPLQLATRLASRLKVMSQMDISEKRVPQDGRIKLKMSK.SKTIDFRVNSLPTLFGEKIVLRILDPASAMLGIDA 302
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NTDB id 1028 TT RS08215 WP 011173991.1 LGFAPGVFERFKEVISKPYGIFLITGPTGSGKSFTTFSILKRIATPDKNTQTIEDPVEYEIPGINQTQVNPQAGLTFARA 702
NTDB id 1306 DR RS10060 WP 027479822.1 LGFSEYNYARYTEIIERPNGIFLVTGPTGSGKSFTCFSTLKRIAKPEKNTTTIEDPIEYEVPGIVQSQVNNSTGMTFARA 699
NTDB id 1168 A1552VC RS11070 WP 000957200.1 LGYNPQQKQLYLNALKRPQGMILMTGPTGSGKTVSLYTGLRILNTSQINISTAEDPVEINLSGINQVQVQPKIGFGFAEA 378
NTDB id 1293 VP RS12240 WP 005479695.1 LGYSEQQKQLYLEALRRPQGMILMTGPTGSGKTVSLYTGLNILNKPEINISTAEDPVEINLSGINQVQVQPKIGFGFAEA 378
NTDB id 1401 DSB67 RS12665 WP 010643259.1 LGYSDSQKQLYLDALRRPQGMILMTGPTGSGKTVSLYTGLSILNKPEINISTAEDPVEIYLPGINQVQVQPKIGFGFAEA 378
NTDB id 1110 NGFG RS09235 WP 003689817.1 LGFEPFQKKLLLEAIHRPYGMVLVTGPTGSGKTVSLYTCLNILNTESVNIATAEDPAEINLPGINQVNVNDKQGLTFAAA 369
NTDB id 1251 GCO85 RS07725 WP 011946523.1 LGFNPVQRTNFLKAIQRPQGMILVTGPTGSGKTVTLYTALNILNTIEVNISTAEDPVEIKVPGINQVNINPKAGLTFSGA 387
NTDB id 1069559 ACFACP RS24215 WP 009875880.1 LGYEEDQKELYLAALKQPQGMILVTGPTGSGKTVSLYTGLNILNTTDINISTAEDPVEINLEGINQVNVNPRQGMDFSQA 380
NTDB id 1058 ABD1 RS01615 WP 001274986.1 LGYEEDQKALFMEALDKPQGMLLITGPTGSGKTVSLYTGLNILNTESSNISTAEDPVEINLEGINQVNVNPKVGLTFAAA 382
NTDB id 1018 ACIAD RS01685 WP 004920473.1 LGYEPEQKALFMEALNKPQGMLLITGPTGSGKTVSLYTGLNILNTEHANISTAEDPVEINLEGVNQVNVNPKVGLTFAAA 382
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NTDB id 1028 TT RS08215 WP 011173991.1 LRAFLRQDPDIIMVGEIRDSETAKIATEAALTGHLVIATLHTNDAAQAITRLDEMGVEPFNISAALIGVLSQRLVRRVCE 782
NTDB id 1306 DR RS10060 WP 027479822.1 LRAFLRQDPDIIFVGEIRDQETAKIAVEAALTGHMVLATLHTNDAPGAVTRLEEMGIENFNISAAVMGVLAQRLVRRVCS 779
NTDB id 1168 A1552VC RS11070 WP 000957200.1 LRSFLRQDPDVVMVGEIRDLETAEIAVKAAQTGHLVLSTLHTNSAAETVIRLANMGVEPFNLASSLSLIIAQRLARRLCK 458
NTDB id 1293 VP RS12240 WP 005479695.1 LRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETIIRLSNMGVESFNLASSLSLIIAQRLARKLCP 458
NTDB id 1401 DSB67 RS12665 WP 010643259.1 LRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETVIRLSNMGVESFNLASSLSLIIAQRLARKLCP 458
NTDB id 1110 NGFG RS09235 WP 003689817.1 LKSFLRQDPDIIMVGEIRDLETADIAIKAAQTGHMVFSTLHTNNAPATLSRMLNMGVAPFNIASSVSLIMAQRLLRRLCS 449
NTDB id 1251 GCO85 RS07725 WP 011946523.1 LRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVLSTLHTNSAAETLNRLVNMGIPTFNIASSVTLIIAQRLARKLCN 467
NTDB id 1069559 ACFACP RS24215 WP 009875880.1 LRAFLRQDPDVIMVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAAETLTRLLNMGVPAFNLATSVNLIIAQRLARKLCS 460
NTDB id 1058 ABD1 RS01615 WP 001274986.1 LKSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAPETLTRLRNMGVPSFNIATSVNLVIAQRLARRLCS 462
NTDB id 1018 ACIAD RS01685 WP 004920473.1 LRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVMSTLHTNNAAETLTRLRNMGVASFNIATSVNLVIAQRLARRLCS 462
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