
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSDHPNHIVAR IRTDIG

NTDB id 1170428 ACLV7W RS01815 WP 411865331.1 MIQIGKIFAGRYRILKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!

logo EEEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDEHHAYPLSNAQEDEVAI
VR IMKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPDGTAKVTDFGIAVA

NTDB id 1170428 ACLV7W RS01815 WP 411865331.1 EEEGQQYLAMEYVAGLDLKRYIKEHHPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVA 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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
consensus !!*!!!*!*!!!!*!*!!!*!***!*!!!!****!!!***!*!!*!!!**!!*!!!!!!!!*!!!*!!!!!!!!!!!!!!

logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIAENKRPSNSVP

NTDB id 1170428 ACLV7W RS01815 WP 411865331.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVP 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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
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R
VDLRVSTSSLHQSNPYSNHRSRRNDEAPRSKVLVI FSDDEMATTSKADTKPTLPKLVDEPSPQAVSAPTASLANTSLIAEPAKKQVASQLTVAAKQANSTKPEPTKSHENPKPQSDTI

NTDB id 1170428 ACLV7W RS01815 WP 411865331.1 QALENVVIKATAKKLTDRYKSVAEMYVDLSSSLSNNRRNEPKLVFDDATKADTKTLPKVPQSTLTSIPKVQTQSP.KPQT 319
NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
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logo

A
P
K
A
K
V
N
D
P
H
SKQSQAKPVPRSTKEDKTEKNTPTYAPQATPKQKPAVKPKKKRHHKNRFFLRKASVMTRFLYFMLKI IVLFLFLAGIS ILVAFL IVGI

A
I
A
I
V
S
F
L
A
T
I
Y
W
L
I
V
L
F
L
S
T
R
K
N
TPDSANTVIQSAVIPNDVSVAGDQEKTLVSATEAQKEMTAKITI

L
E
R
K
G
K
S
AGNLFKEVIGDEVEQK

NTDB id 1170428 ACLV7W RS01815 WP 411865331.1 AKPSQQVSEDNYATKPVKKRKFRVRYMILLASIVLV.AASLIWILSRTPATIAIPNVAGQTVAEAKEILKKANFEIGEEK 398
NTDB id 146 SP RS08570 WP 000614538.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVK 398
NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQ 398
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NTDB id 1170428 ACLV7W RS01815 WP 411865331.1 SEASEKVEEGRIIRTDPEAGTGRKEGTKINLVVSSGKQSFQLSNYIGRKSTDVIAELKQK.KVPENLIKI.......... 467
NTDB id 146 SP RS08570 WP 000614538.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEA 477
NTDB id 216 SPD RS08205 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEA 477
NTDB id 182 SPR RS07820 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEA 477
NTDB id 257 KZH43 RS07655 WP 220041236.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESNESEA 477
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDI.......... 468
NTDB id 384 SMU RS02325 WP 002263039.1 KIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVL.......... 467
consensus ******!**!****!*!*!!****!!******!*!****!****!*!****!*!**!*** *!****!************

logo

GTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVI SELKQKKVPENL IKIKQEHEVESEDSDSDSEAYSSEGEPGETVI ILMGRSKQSP
NTDB id 1170428 ACLV7W RS01815 WP 411865331.1 ..............................................................EEEESSESEEGTVLRQSP 485
NTDB id 146 SP RS08570 WP 000614538.1 GTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSP 557
NTDB id 216 SPD RS08205 WP 000614552.1 GTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSP 557
NTDB id 182 SPR RS07820 WP 000614552.1 GTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSP 557
NTDB id 257 KZH43 RS07655 WP 220041236.1 GTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSP 557
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ..............................................................QHVEDDSAEEGEILSQSP 486
NTDB id 384 SMU RS02325 WP 002263039.1 ..............................................................KEVSSDDYSGGTVIGQSP 485
consensus ************************************************************************!****!!!
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NTDB id 1170428 ACLV7W RS01815 WP 411865331.1 SAGTTYDLSKASTITLTIAKKVTSVVMPSYTGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPSGTAEGTVVEQS 559
NTDB id 146 SP RS08570 WP 000614538.1 GAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSAEGMVVEQS 631
NTDB id 216 SPD RS08205 WP 000614552.1 GAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQS 631
NTDB id 182 SPR RS07820 WP 000614552.1 GAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQS 631
NTDB id 257 KZH43 RS07655 WP 220041236.1 GAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVT......TAPAGSVEGMVVEQS 631
NTDB id 467 HSISS4 RS06915 WP 021143821.1 GKNKSFNPKDSKAKIKFRVATPKIVTMPDVTGLTVSTAVQTL.NRKNISSSSIEYHDYNTGAKLDKAKIPSSTE.ILYQD 564
NTDB id 384 SMU RS02325 WP 002263039.1 KPGKTYHPSSDKK.ITLKV...VKVTMPNLKNSTYEEAVSTL.TAMGISSSRIKAY..DASDYSSEISSPSSSSLVVGQS 558
consensus ************************!*!!*************!*****!****!****** ****** ******!*



logo PQYRYAGNETKAVGSDTLSNSVKDNTDGRDITVI
V
KI SLIYVKSPTVKASTGPTAGPSSAHSTSPGLQSSASPSAESQSRSTGNTHNSEQSSGTSTSTSTEPSASQSGNQQGNQRTGDDSSTHSTSASTNTEQTSTSSTEAGTSHETENLSQRN

NTDB id 1170428 ACLV7W RS01815 WP 411865331.1 PRAGEKVDLNKTRIKISIYKPKTPPSTS.SSAPAQRGNQGSTTTPSQGNQQGNQRGDTHSTNQSSSEGSHENSRN 633
NTDB id 146 SP RS08570 WP 000614538.1 PRAGEKVDLNKTRVKISIYKPKTTSATP............................................... 659
NTDB id 216 SPD RS08205 WP 000614552.1 PRAGEKVDLNKTRVKISIYKPKTTSATP............................................... 659
NTDB id 182 SPR RS07820 WP 000614552.1 PRAGEKVDLNKTRVKISIYKPKTTSATP............................................... 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 PRAGEKVDLNKTRVKISIYKPKTTSATP............................................... 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PQ....AGTSVDGTVI.LYVSVATASSSLQSSSSSTTHSSST..SSS.......TDSTTSSTETSTEATHTELQ. 624
NTDB id 384 SMU RS02325 WP 002263039.1 PYYGNTVSLSSNDDII.LYVSTSGGSHSGSSSSESSNSEGTTSSEAS.......TDSSSSATTT....SH..... 616
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