
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEDEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLSNDHPNHIVAR IRTDIG

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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 1138912 DQM56 RS07875 WP 043030078.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEDVAIKVLRTNYQTDQVAVARFQREARAMAELNHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!*!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!

logo EEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPSDGVTVAKVTDFGIAVA

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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 1138912 DQM56 RS07875 WP 043030078.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKSGVVKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIDAENKRPSNSVP

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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 1138912 DQM56 RS07875 WP 043030078.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIDENPNVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
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VDLMRVSTSASLHQSPYSNHRSRRNDEARSKVLVI FSDDEAMVTETSKASDTKPTLPKLVDETSPQATVSAPTASVLANTASPLIAEKPAVKKQSVANSQLVAAKSQANQTAKEPSHATKASANSDEQ

NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEP..SE 316
NTDB id 1138912 DQM56 RS07875 WP 043030078.1 QALENVVIRATAKKLSDRYRSTFEMSRDLMTALSYNRSRERKVVFDDVE..STKPLPKVTPTPVTAPKVSNASQASAAAD 318
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNK.TSNQ 317
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NTDB id 146 SP RS08570 WP 000614538.1 .IKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 216 SPD RS08205 WP 000614552.1 .IKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 182 SPR RS07820 WP 000614552.1 .IKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 257 KZH43 RS07655 WP 220041236.1 .IKNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PTPAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGE 396
NTDB id 1138912 DQM56 RS07875 WP 043030078.1 ARLEQTSQMDTLQKPQKKKKNGRFLGTLLKILFSFFVVGVALFAYLVLTKPTTVKVPDVTGSSLNAAKQVLEEAGLKVGK 398
NTDB id 384 SMU RS02325 WP 002263039.1 DKVDHKSKPKTK.PQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGD 396
consensus ******************!***!************** ***********!*****!*!*!*****!***********!*

logo

V
E
H
Q
K
E
K
Q
T
V
I
E
E
A
D
S
D
E
N
S
T
KVDGSEATEDGQKRVIVIKRTNDPQSTGAGSTAKTGKRRKKEGSTSKVIDNI

V
L
F
Y
V
L
V
A
S
I
S
S
G
A
N
S
K
K
Q
G
SFAEKQLMIKESDNYTKVGKQRNDKYSQKSDAVMIDETADNSELTKNSETNKFYGKVSPEKRDSDNKQSL IDVKLIKQEHRE I

V
E
S
V
E
D
T
S
D
N
D
S
E
A
Y
S

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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 VKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSA 476
NTDB id 1138912 DQM56 RS07875 WP 043030078.1 VHQIESDTVSEDQVVKTNPQAGSAKRKGSSVDLYLSIGNKGFEMENYKGQDYQDVMTSLTETYGVPKSKIKIERIVTNEY 478
NTDB id 384 SMU RS02325 WP 002263039.1 VQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVA.SAKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDY 475
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NTDB id 146 SP RS08570 WP 000614538.1 EAGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........S 544
NTDB id 216 SPD RS08205 WP 000614552.1 EAGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........S 544
NTDB id 182 SPR RS07820 WP 000614552.1 EAGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........S 544
NTDB id 257 KZH43 RS07655 WP 220041236.1 EAGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........S 544
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEGEILSQSPGKNKSFNPKDSKAKIKFRVATPK.IVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAK..LDKAK 553
NTDB id 1138912 DQM56 RS07875 WP 043030078.1 PENTVISQSPSAGEKFNPAG.KSKITLSVAVGD.TVIMPMVTEYSYADAVNTLTALGIDAARIKAYVPSSSSPTGFVQVS 556
NTDB id 384 SMU RS02325 WP 002263039.1 SGGTVIGQSPKPGKTYHPSS.DKKITLKVV....KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDASDYS....SEIS 546
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PYGQYADGNPTQTAIVYGSDTLVSESVKDKNPDGTTDQVI SIVLYTLVYSAPTVKAESKEGTVAGTRSAHSVSAGLSMQSPSSYIGSSLEFTKNNL IQIVGIKEANI EVVEVTTAPAGSASVSE

NTDB id 146 SP RS08570 WP 000614538.1 SESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAE 624
NTDB id 216 SPD RS08205 WP 000614552.1 SESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVE 624
NTDB id 182 SPR RS07820 WP 000614552.1 SESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVE 624
NTDB id 257 KZH43 RS07655 WP 220041236.1 SESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVE 624
NTDB id 467 HSISS4 RS06915 WP 021143821.1 IPSSTE.....ILYQDPQAGTSVDGTVILYVSVATASSSLQSS...................................SS 593
NTDB id 1138912 DQM56 RS07875 WP 043030078.1 SPSSKAVVSGQTPYYGTQISLSEKGDISLYLYPEETRASSSSS...................................SS 601
NTDB id 384 SMU RS02325 WP 002263039.1 SPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSS...................................SE 591
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NTDB id 146 SP RS08570 WP 000614538.1 GMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP.. 659
NTDB id 216 SPD RS08205 WP 000614552.1 GMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP.. 659
NTDB id 182 SPR RS07820 WP 000614552.1 GMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP.. 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 GMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP.. 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 STTHSS..STSSSTDSTTSSTE....TSTEATHTELQ 624
NTDB id 1138912 DQM56 RS07875 WP 043030078.1 DTSAPN.PSAGDTTDSSSHTEL....GQNDAVTTP.. 631
NTDB id 384 SMU RS02325 WP 002263039.1 SSNSEGTTSSEASTDSSSSATT....TSH........ 616
consensus **************!********************

X non conserved

X similar

X ≥ 50% conserved


