
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEDEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLSNDHPNHIVAR IRTDIGEEDGQ

NTDB id 146 SP RS08570 WP 000614538.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 216 SPD RS08205 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 182 SPR RS07820 WP 000614552.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 257 KZH43 RS07655 WP 220041236.1 MIQIGKIFAGRYRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIGEEDGQ 85
NTDB id 54316 SDSE RS18945 WP 015057978.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEDVAIKVLRTNYQTDQVAVARFQREARAMAELNHPNIVAIRDIGEEDGQ 85
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIGEEDGQ 85
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIGEEDGQ 85
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logo QFYLVAMEYVDAGSALDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPNDGVTVAKVTDFGIAVAFAETSLTQTN

NTDB id 146 SP RS08570 WP 000614538.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 216 SPD RS08205 WP 000614552.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 182 SPR RS07820 WP 000614552.1 QYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 257 KZH43 RS07655 WP 220041236.1 QYLAMEYVAGLDLKRYTKEHYPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 54316 SDSE RS18945 WP 015057978.1 QFLVMEYVDGADLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKNGVVKVTDFGIAVAFAETSLTQTN 170
NTDB id 384 SMU RS02325 WP 002263039.1 QFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
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logo SMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIDAENHKPRSNSVPQALENVVI IRKATAKRKL

NTDB id 146 SP RS08570 WP 000614538.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIAENPSVPQALENVIIKATAKKL 255
NTDB id 216 SPD RS08205 WP 000614552.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 182 SPR RS07820 WP 000614552.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 257 KZH43 RS07655 WP 220041236.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIAENSSVPQALENVIIKATAKKL 255
NTDB id 54316 SDSE RS18945 WP 015057978.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIDENHNVPQALENVVIRATAKKL 255
NTDB id 384 SMU RS02325 WP 002263039.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVPQALENVVIKATAKRL 255
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVPQALENVVIRATAKKL 255
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NTDB id 146 SP RS08570 WP 000614538.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.IKNPSQAVT.EETYQPQAPKK 338
NTDB id 216 SPD RS08205 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.IKNPSQAVT.EETYQPQAPKK 338
NTDB id 182 SPR RS07820 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.IKNPSQAVT.EETYQPQAPKK 338
NTDB id 257 KZH43 RS07655 WP 220041236.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.IKNPSQAVT.EETYQPQAPKK 338
NTDB id 54316 SDSE RS18945 WP 015057978.1 SDRYGSTFEMSRDLMTALSYNRSRERKVIFDDVE..STKPLPKVTPAPVTTPKVAPTPVTSTTESRLEHTNQMDTLQKPQKKKRN 338
NTDB id 384 SMU RS02325 WP 002263039.1 TDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQDKVDHK.SKPKTKPQPKPKKK 337
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPTPAPSK.QPRKKTTPAKKKKK 337
consensus **!!*!**!!**!!***!********!**!*******!!*!!!******************** ********* ***********



logo

G
K
R
H
H
N
RFFLKAGSMTRFLYFLKIVILFLLFAGISLFVAFIL IVGVIA I

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

L
E
Q
R
K
D
G
K
L
S
AGNLFKEVIGDKEVEQRKEKQTVIEEADSDENSTKVADGEATEGNKRVIVIKRTNDPPSTGTAGSTAKTGKRRK

NTDB id 146 SP RS08570 WP 000614538.1 HRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 216 SPD RS08205 WP 000614552.1 HRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 182 SPR RS07820 WP 000614552.1 HRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 257 KZH43 RS07655 WP 220041236.1 HRFKMRYLILLASLVLV.AASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 54316 SDSE RS18945 WP 015057978.1 GRFLGTLLKILFSLFIVGVALFTYLVLTKPTSVKVPNVTGVSLKVAKQELQDLGLKVGKVRQIESDTVAEGNVVRTDPPTGTAKR 423
NTDB id 384 SMU RS02325 WP 002263039.1 RHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQKIEDDNVGAGKVVRTNPSAGSKKR 422
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVIKTDPTAGTTRK 422
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NTDB id 146 SP RS08570 WP 000614538.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAK 505
NTDB id 216 SPD RS08205 WP 000614552.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAK 505
NTDB id 182 SPR RS07820 WP 000614552.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAK 505
NTDB id 257 KZH43 RS07655 WP 220041236.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAK 505
NTDB id 54316 SDSE RS18945 WP 015057978.1 KGSAITVYLSIGNKGFEMENYKGIDYQEAMASLMETYGVPKSKIKIERIVTNEYTENTVISQSPSAGDKFNPNGK.SKITLSVAV 507
NTDB id 384 SMU RS02325 WP 002263039.1 EGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSGGTVIGQSPKPGKTYHPSSDKK.ITLKV.. 503
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFRVAT 507
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NTDB id 146 SP RS08570 WP 000614538.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 216 SPD RS08205 WP 000614552.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 182 SPR RS07820 WP 000614552.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 257 KZH43 RS07655 WP 220041236.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEE..........SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 54316 SDSE RS18945 WP 015057978.1 SD.TVIMPMVTEYTYADAVNTLTALGIEASRIKAYAPSSSSSTGFVQVNSPSSKAIVSGQTPYYGTTLSLSEKGEISLYLYPEET 591
NTDB id 384 SMU RS02325 WP 002263039.1 .V.KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAY..DASD..YSSEISSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGG 582
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PK.IVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGA..KLDKAKIPSSTE.ILYQDPQ....AGTSVDGTVILYVSVATA 584
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NTDB id 146 SP RS08570 WP 000614538.1 SVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 SVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 SVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 SVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 54316 SDSE RS18945 WP 015057978.1 HSSSSSTSSEAS...SS...............SSSTNDGTGTSSNTELSPSESAG.....................QTP 631
NTDB id 384 SMU RS02325 WP 002263039.1 SHSGSSSSESSN...SEGT...........TSSEASTDSSSSATTT....SH........................... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SSSLQSSSSSTT...HSSS...........T..SSSTDSTTSSTETSTEATHTEL.....................Q.. 624
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