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NTDB id 1251 GCO85 RS07725 WP 011946523.1 MALATEEYRLQGIGQLLVLEKLLDKTKAIELHKLAAAEKISLLQYIVKNKILSAEQIALTAAQNFGVPMLDINCIDVGTI 80
NTDB id 155007 AK825 RS00365 WP 068033676.1 ..MSTTTSTFGGLAQQLTNAGIVSEAHMKTAQTESQQQQISLVSYLVDHNMANAYQLALLMSQSFGDPFFDLSVLSNDVI 78
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 CQQLGLRELITRYDALPIAKQGNLLLLAVSDPTLLQAEEEFRFATGLQVELALADHRALQAAIRRLYGRSIQGAANQGKE 152
NTDB id 1401 DSB67 RS12665 WP 010643259.1 CQTLGLRDLITRHNALPLNRTSSTLILAVADPTNLQAEDDFRFATGLQVELVLADFRELTAAIRRLYGRSLGQEKSGLKE 152
NTDB id 1293 VP RS12240 WP 005479695.1 CQQLGLRELITRHNALPLHRTPSTLLLAVADPTNQQAEDDFRFATGLQVELVLADFRELSTAIRRLYGRSLSHEKSGLKE 152
NTDB id 1110 NGFG RS09235 WP 003689817.1 LMGVLTEEQMVEFHCVPVFRRGDKVFFAVSDPTQMPQIQKTVSAAGIAVELVIVEDDQLAGLLDWVGSRSTSLLQ.ELG. 149
NTDB id 1251 GCO85 RS07725 WP 011946523.1 PVNLVNEKLIKRHAMVPLFSRGTNLYLATDDPSKQASLKEIQFHTGLNTHAIVVETDKLSALIDNLLTAKESQGLSEYVE 160
NTDB id 155007 AK825 RS00365 WP 068033676.1 PKDLVDEKIVRKFNALPIFKRGQRVFVALSDPTRIDAIDAIAFNSRLSVETVVVEEDKLKKRIDSVYADTMQSFG...NF 155
NTDB id 1058 ABD1 RS01615 WP 001274986.1 PKDLVDQKLILKHRILPLIQRGQILYVATSNPSNIEAIDAIRFNSKLLVEPVIVEHHKLEKVLGQHFAEESSFDF...ND 157
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 ISQD.ELANLVKVSDDELQSIEDLSQDDSPVSRFINQVLLDAVRKGASDIHFEPYENQYRIRLRCDGILVETQQPASHLS 231
NTDB id 1401 DSB67 RS12665 WP 010643259.1 INQD.ELAGLVDIGEDEIENIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYENMYRVRLRCDGILIEIQQPPSHLS 231
NTDB id 1293 VP RS12240 WP 005479695.1 INQE.ELASLVDVGADEIDNIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYEKMYRVRLRCDGILIETQQPPNHLS 231
NTDB id 1110 NGFG RS09235 WP 003689817.1 .EGQ.......EEEESHTLYIDNEEAEDGPVPRFIHKTLSDALRSGASDIHFEFYEHNARIRFRVDGQLREVVQPPIAVR 221
NTDB id 1251 GCO85 RS07725 WP 011946523.1 DSGDLEGLEISADDEDQDIDTATSVTDDAPIVKFVNKILLDAIRQGASDIHFEPYEREYRIRYRQDGILHEVATPPASLS 240
NTDB id 155007 AK825 RS00365 WP 068033676.1 ADGDLN.VGFEDTEEDDSETTLTDSIDEAPVVKFVNKMLVDAIRMGASDLHFEPYEKSYRVRFRVDGVMEKMANPPVQLA 234
NTDB id 1058 ABD1 RS01615 WP 001274986.1 EEFDLD.VNLDGPTAQE.DEEEAPQGDEAPIVKYINKLLIDAIRMGASDLHFEPYEKSYRVRYRVDGVLRQIANPPLQLA 235
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 RRLAARIKILSKLDIAERRLPQDGRIKLRLSR.DTAIDMRVSTLPTLWGEKIVLRLLDSSAANLDIDKLGYNPQQKQLYL 310
NTDB id 1401 DSB67 RS12665 WP 010643259.1 RRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSAALDINKLGYSDSQKQLYL 310
NTDB id 1293 VP RS12240 WP 005479695.1 RRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSASLDIDKLGYSEQQKQLYL 310
NTDB id 1110 NGFG RS09235 WP 003689817.1 GQLASRIKVMSRLDISEKRIPQDGRMQLTFQKGGKPVDFRVSTLPTLFGEKVVMRILNSDAASLNIDQLGFEPFQKKLLL 301
NTDB id 1251 GCO85 RS07725 WP 011946523.1 SRITARIKVMSNLDISERRIPQDGGFKMKISK.SRAIDFRVSTCPTSAGEKVVMRVLDSGAAKLGIEALGFNPVQRTNFL 319
NTDB id 155007 AK825 RS00365 WP 068033676.1 GKIAARLKVMSQMDISERRVPQDGRIKLKLSK.NKAIDFRVNSLPTLFGEKVVLRILDPSAAMLGIDALGYEPDQKEMFL 313
NTDB id 1058 ABD1 RS01615 WP 001274986.1 NRLASRLKVMSQMDISEKRVPQDGRIKLKLSK.SKAIDFRVNSLPTLFGEKLVLRILDPSSAMLGIDALGYEEDQKALFM 314
NTDB id 1018 ACIAD RS01685 WP 004920473.1 TRLASRLKVMSQMDISEKRVPQDGRIKLKMSK.SKTIDFRVNSLPTLFGEKIVLRILDPASAMLGIDALGYEPEQKALFM 314
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 NALKRPQGMILMTGPTGSGKTVSLYTGLRILNTSQINISTAEDPVEINLSGINQVQVQPKIGFGFAEALRSFLRQDPDVV 390
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 MVGEIRDLETAEIAVKAAQTGHLVLSTLHTNSAAETVIRLANMGVEPFNLASSLSLIIAQRLARRLCKHCKIAV.RPSAL 469
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NTDB id 1251 GCO85 RS07725 WP 011946523.1 MVGEIRDLETAEIAIKAAQTGHLVLSTLHTNSAAETLNRLVNMGIPTFNIASSVTLIIAQRLARKLCNQCKAVRDDFTNQ 479
NTDB id 155007 AK825 RS00365 WP 068033676.1 MVGEIRDLETAEIAIKAAQTGHMVLSTLHTNSAPETLTRLRNMGVASFNIATSVNLVIAQRLARRLCKNCKTVL.NVPRQ 472
NTDB id 1058 ABD1 RS01615 WP 001274986.1 MVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAPETLTRLRNMGVPSFNIATSVNLVIAQRLARRLCSQCKIPA.DIPKQ 473
NTDB id 1018 ACIAD RS01685 WP 004920473.1 MVGEIRDLETAEIAIKAAQTGHLVMSTLHTNNAAETLTRLRNMGVASFNIATSVNLVIAQRLARRLCSQCKRPI.QVPER 473
consensus !!!!!!!!*!!*!!*!!*!!!!*!*!!!!!!*!**!* !* !!!* *!!*!*!**!**!!!!*!*!! !* *

logo

A
G
L
S
Q
L
I
K
S
H
L
Q
E
F
I
L
M
V

A
GI
F
A
K
Q
T
N
T
D
E
P

A
D
N
Q
E
T

E
D
I
N
Q
L
D
L
V
I
A
D
H
K
QPEDNLSWFQRTYF

K

E
Q
R
V
I
L

F
A
Y
K
Q
R
E
N
A
P
A
D
VGCDEHLSNDQRECRTGGQSHEGYRSKGRATVGLVI FYEVLMARPKMIVFNDSTKTEPDSEMILAGQSQKRELVAI LI IMNQSKENRDGAGTSNEISVAI

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

S
T
A
K
E
L
NGFML

R
S
V
N
Q

D
N
T
I
L
F
Q
R
E
Q
M
R
A
SGLIKLE

NTDB id 1168 A1552VC RS11070 WP 000957200.1 LQSQFAFQPNEIL....YEANAAGCNECT.GGYSGRVGIYEVMAFNTELAEAIMQRASIHQIERLAKANGMQTLQESGLE 544
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NTDB id 1293 VP RS12240 WP 005479695.1 LQH.LGIQTTDNI....FRANPDGCNECT.HGYSGRTGIYEVMRFDESLSEALIKGASVHELEKLAIANGMSTLQMSGIE 543
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NTDB id 1251 GCO85 RS07725 WP 011946523.1 GLIELGFKEADLV..NLKLYKAVGCEQCT.SGYRGRVGLFEVLPMTKELGQLIMSGGNSLDILKLAQSEGMLTIFQSGIE 556
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consensus * **** ** ** **!! *! !!*!!*!**!!**** *** *** * *** ** !* * *!*

logo KI
L
V
L
R
K
M
E
QGVITTS IFLARSEQE I

M
L
V
M
T
N
Q

A
R
N
VLTNVSYDEF

NTDB id 1168 A1552VC RS11070 WP 000957200.1 KLREGITSFAELQRVLYF 562
NTDB id 1401 DSB67 RS12665 WP 010643259.1 KLKQGITSFRELQRVLYF 561
NTDB id 1293 VP RS12240 WP 005479695.1 KLKQGITSFSELQRVLYF 561
NTDB id 1110 NGFG RS09235 WP 003689817.1 KIMQGITSLEEVTANTND 558
NTDB id 1251 GCO85 RS07725 WP 011946523.1 KVKEGITTIEEVNRVTVD 574
NTDB id 155007 AK825 RS00365 WP 068033676.1 KVLQGVTSIQEMMRVTSE 569
NTDB id 1058 ABD1 RS01615 WP 001274986.1 KVMQGVTSLQEVNRVTSE 570
NTDB id 1018 ACIAD RS01685 WP 004920473.1 KVMQGVTSLQEINRVTSE 570
consensus !* *!*!** !***** *



X non conserved

X similar

X ≥ 50% conserved


