
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 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIGEEDGQ 85
NTDB id 70597 FGCSD RS08660 WP 003052158.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEDVAIKVLRTNYQTDQVAVARFQREARAMAELNHPNIVAIRDIGEEDGQ 85
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIGEEDGQ 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 467 HSISS4 RS06915 WP 021143821.1 QFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
NTDB id 70597 FGCSD RS08660 WP 003052158.1 QFLVMEYVDGADLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKNGVVKVTDFGIAVAFAETSLTQTN 170
NTDB id 384 SMU RS02325 WP 002263039.1 QFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 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 467 HSISS4 RS06915 WP 021143821.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVPQALENVVIRATAKKL 255
NTDB id 70597 FGCSD RS08660 WP 003052158.1 SMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIDENHNVPQALENVVIRATAKKL 255
NTDB id 384 SMU RS02325 WP 002263039.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVPQALENVVIKATAKRL 255
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NTDB id 146 SP RS08570 WP 000614538.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK..SIKNPSQAVTEETYQPQAPKK 338
NTDB id 216 SPD RS08205 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK..SIKNPSQAVTEETYQPQAPKK 338
NTDB id 182 SPR RS07820 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK..SIKNPSQAVTEETYQPQAPKK 338
NTDB id 257 KZH43 RS07655 WP 220041236.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK..SIKNPSQAVTEETYQPQAPKK 338
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPS.EPTPAPSKQPRKKTTPAKKKKK 337
NTDB id 70597 FGCSD RS08660 WP 003052158.1 SDRYGSTFEMSRDLMTALSYNRSRERKVIFDDVE..STKPLPKVTPAPVTTPKVAPTPVTSTTESRLEHTNQMDTLQKPQKKKRN 338
NTDB id 384 SMU RS02325 WP 002263039.1 TDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQDKVDHKSKPKTKPQ.PKPKKK 337
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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 467 HSISS4 RS06915 WP 021143821.1 KNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVIKTDPTAGTTRK 422
NTDB id 70597 FGCSD RS08660 WP 003052158.1 GRFLGTLLKILFSLFIVGVALFTYLVLTKPTSVKVPNVTGVSLKVAKQELQDLGLKVGKVRQIESDTVAEGNVVRTDPPTGTAKR 423
NTDB id 384 SMU RS02325 WP 002263039.1 RHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQKIEDDNVGAGKVVRTNPSAGSKKR 422
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NTDB id 146 SP RS08570 WP 000614538.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 216 SPD RS08205 WP 000614552.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 182 SPR RS07820 WP 000614552.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 257 KZH43 RS07655 WP 220041236.1 EGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAK 505
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFRVAT 507
NTDB id 70597 FGCSD RS08660 WP 003052158.1 KGSAITVYLSIGNKGFEMENYKGIDYQEAMASLMETYGVPKSKIKIERIVTNEYTENTVISQSPSAGDKFNPNG.KSKITLSVAV 507
NTDB id 384 SMU RS02325 WP 002263039.1 EGSSVDIFVA.SAKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSGGTVIGQSPKPGKTYHPSS.DKKITLKVV. 504
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NTDB id 146 SP RS08570 WP 000614538.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE..........ESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 216 SPD RS08205 WP 000614552.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE..........ESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 182 SPR RS07820 WP 000614552.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE..........ESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 257 KZH43 RS07655 WP 220041236.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEE..........ESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PK.IVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAK..LDKAKIPSSTEI.LYQDPQ....AGTSVDGTVILYVSVATA 584
NTDB id 70597 FGCSD RS08660 WP 003052158.1 SD.TVIMPMVTEYTYADAVNTLTALGIEASRIKAYAPSSSSATGFVQVNSPSSKAIVSGQTPYYGTTLSLSEKGEISLYLYPEET 591
NTDB id 384 SMU RS02325 WP 002263039.1 ...KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDASDYS....SEISSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGG 582
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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 467 HSISS4 RS06915 WP 021143821.1 SSSLQSSSSST...TH.SSS...............TSSSTDSTTS.STETSTEA...................THTELQ 624
NTDB id 70597 FGCSD RS08660 WP 003052158.1 HSSSSSTSSEA...SSSSSS...............TNDGTGTSSN..TELSPSE...................STGQTP 631
NTDB id 384 SMU RS02325 WP 002263039.1 SHSGSSSSE.S........S...............NSEGTTSSEA.STDSSSSA...................TTTSH. 616
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