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NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 292265 DF184 RS02190 WP 044679956.1 MIQIGKIFAGRYRIVRQIGRGGMADVYLARDLILDGEEVAVKVLRTNYQTDQIAIQRFQREARAMAELDHPNIVRISDIG 80
NTDB id 146 SP RS08570 WP 000614538.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 216 SPD RS08205 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 182 SPR RS07820 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
NTDB id 257 KZH43 RS07655 WP 220041236.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 80
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logo EEDGQQFYLVAMEYVNDAGASLDLKKRYTIQKDENHAYPLSNADQEDVEVAI
VR IMKGEQVI LSLAMTRMLAHQTKRGI IVHRDLKPQNVI LLTSKPNDGVTAKVTDFGIAVA

NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 292265 DF184 RS02190 WP 044679956.1 EEDGQQYLAMEYVNGLDLKRYIKENAPLSNDVAVRIMGQILLAMRMAHTRGIVHRDLKPQNVLLTSNGVAKVTDFGIAVA 160
NTDB id 146 SP RS08570 WP 000614538.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 216 SPD RS08205 WP 000614552.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 182 SPR RS07820 WP 000614552.1 EEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
NTDB id 257 KZH43 RS07655 WP 220041236.1 EEDGQQYLAMEYVAGLDLKRYTKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 160
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGRHIPYDGDSAVTIALQHFQNKPLPS IVLRI EAENAKPRSNSVP

NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 292265 DF184 RS02190 WP 044679956.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIILFEMLTGRIPYDGDSAVTIALQHFQKPLPSVREENANVP 240
NTDB id 146 SP RS08570 WP 000614538.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVP 240
NTDB id 216 SPD RS08205 WP 000614552.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
NTDB id 182 SPR RS07820 WP 000614552.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
NTDB id 257 KZH43 RS07655 WP 220041236.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVP 240
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDD..MTDTKTLPKVDPVPSASLEKKAVA.AEPSEP 317
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSD..ASDTKPLPKLEQAAANSLAAQSLK.NKTSNQ 317
NTDB id 292265 DF184 RS02190 WP 044679956.1 QALENVVLKATAKKLNERYKSVAEMYADLASALSMDRRNEPRVELE.GNKVDTKTLPKLSQANVETKVPHTNSSAQVSAT 319
NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSI.PKVQAQTEHK.S 318
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSI.PKVQAQTEHK.S 318
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSI.PKVQAQTEHK.S 318
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSI.PKVQAQTEHK.S 318
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 TPAPSKQP.RKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGE 396
NTDB id 384 SMU RS02325 WP 002263039.1 DKVDHKSK.PKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGD 396
NTDB id 292265 DF184 RS02190 WP 044679956.1 DKGPGKKEVAKSGNKPVSKP.RPGMRTRYKVLIGAILLTVIAAGLMFFNTPRTVTVPDVSGQTVEKATEMIEVAGLEVGN 398
NTDB id 146 SP RS08570 WP 000614538.1 IKNP.SQAVTEETYQPQAPK.KHRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 216 SPD RS08205 WP 000614552.1 IKNP.SQAVTEETYQPQAPK.KHRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 182 SPR RS07820 WP 000614552.1 IKNP.SQAVTEETYQPQAPK.KHRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 257 KZH43 RS07655 WP 220041236.1 IKNP.SQAVTEETYQPQAPK.KHRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 VKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSA 476
NTDB id 384 SMU RS02325 WP 002263039.1 VQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDY 475
NTDB id 292265 DF184 RS02190 WP 044679956.1 ITEEATATVDEGLVIRTSPAAKTTRRQGSKIDIVVATAAMV.SIPDVTDKDSDTARQELEA....LGFQVTIKEEYSEKV 473
NTDB id 146 SP RS08570 WP 000614538.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNES 475
NTDB id 216 SPD RS08205 WP 000614552.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNES 475
NTDB id 182 SPR RS07820 WP 000614552.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNES 475
NTDB id 257 KZH43 RS07655 WP 220041236.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNES 475
consensus ********!**!****!*!*!******!******!***********************!*** *****************

logo

A
S
E
E
G
Q
AGELTI

V I
L
G
S
K
T

Q
D
SPLGKPKPENGAKTNSTFSYHNSDAPLEKSDSKDGSAAKTAKQKIKTVFLKRYTVSAKGTKPVAAKVTI

K
P
T
Q
V
I
V
T
Q
V
M
L
P
G
D
N
L
V
Y
K
T
V
I
N
G
K
L
S
R
T
N
Q
V
Y
S
S
E
T
N
T
EAVTVIQS ITELNQTKARTQAKGKFVPESNI

L
G
I
T
KITEQEEYESSSEVSTEAPGQTVI IMS

K
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEGEILSQSPGKNKSFNPKDSKAKIKFRVA.TPKIVTMPDVTGLTVSTAVQTLNR......................... 530
NTDB id 384 SMU RS02325 WP 002263039.1 SGGTVIGQSPKPGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEEAVSTLTA......................... 525
NTDB id 292265 DF184 RS02190 WP 044679956.1 AQGLVIKTDP..GANSSAEKGAK.ITLYVSKGVAPQVVPNVVGKTQENATQILQTAGF..SIGTITQEYSSSVTAGQVIS 548
NTDB id 146 SP RS08570 WP 000614538.1 EAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMK 554
NTDB id 216 SPD RS08205 WP 000614552.1 EAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMK 554
NTDB id 182 SPR RS07820 WP 000614552.1 EAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMK 554
NTDB id 257 KZH43 RS07655 WP 220041236.1 EAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMK 554
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 .................................................KNISSSSIEYHDYNTGAKLDKAKIPSSTE.I 560
NTDB id 384 SMU RS02325 WP 002263039.1 .................................................MGISSSRIKAY..DASDYSSEISSPSSSSLV 554
NTDB id 292265 DF184 RS02190 WP 044679956.1 TDPVANTELTKGSI..INL.VVSKGKELIMPDLTSGNYTYSQARSQLQALGVNVESIEKQEDR.S......YYSTTSDIV 618
NTDB id 146 SP RS08570 WP 000614538.1 QSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEVTTA......PAGSAEGMV 627
NTDB id 216 SPD RS08205 WP 000614552.1 QSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEVTTA......PAGSVEGMV 627
NTDB id 182 SPR RS07820 WP 000614552.1 QSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEVTTA......PAGSVEGMV 627
NTDB id 257 KZH43 RS07655 WP 220041236.1 QSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEVTTA......PAGSVEGMV 627
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NTDB id 384 SMU RS02325 WP 002263039.1 VGQSPYYGNTVSLSSND.DIILYVSTSGGSHSGSSSSESSNSEGTTSSEASTDSSSSATTT....SH.... 616
NTDB id 292265 DF184 RS02190 WP 044679956.1 IGQYPAAGATIDGTV.....TLYVSVASTGTSSDSSTGSSTS.....TSTSTDSGQ............... 664
NTDB id 146 SP RS08570 WP 000614538.1 VEQSPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 216 SPD RS08205 WP 000614552.1 VEQSPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 182 SPR RS07820 WP 000614552.1 VEQSPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 VEQSPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
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