
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLSNDHPNHIVSAR 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 48903 SGGB RS02590 WP 012961536.1 MIQIGKLFAGRYRILKSIGRGGMADVYLAKDLILDNEEVAIKVLRTNYQTDQIAVARFQREARAMAELNHPNIVSIRDIGEEDGQ 85
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIGEEDGQ 85
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!!*!!!!!!!!!!*!*!!*!!*!*!!!!!!!!

logo QFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTQKRGI IVHRDLKPQNVI LLTKPDGTVAKVTDFGIAVAFAETSLTQTN

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 48903 SGGB RS02590 WP 012961536.1 QFLVMEYVDGSDLKKYIQDHAPLSNNEVVRIMEEVLSAMTLAHQQGIVHRDLKPQNILLTKDGTVKVTDFGIAVAFAETSLTQTN 170
NTDB id 384 SMU RS02325 WP 002263039.1 QFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTN 170
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logo SMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIDAENPRKSNSVPQALENVVI 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 48903 SGGB RS02590 WP 012961536.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIDENKNVPQALENVVIKATAKRL 255
NTDB id 384 SMU RS02325 WP 002263039.1 SMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVPQALENVVIKATAKRL 255
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NTDB id 146 SP RS08570 WP 000614538.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNPSQAVT..EETYQPQAPKK 338
NTDB id 216 SPD RS08205 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNPSQAVT..EETYQPQAPKK 338
NTDB id 182 SPR RS07820 WP 000614552.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNPSQAVT..EETYQPQAPKK 338
NTDB id 257 KZH43 RS07655 WP 220041236.1 TNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIKNPSQAVT..EETYQPQAPKK 338
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPT.PAPSKQPRKKTTPAKKKKK 337
NTDB id 48903 SGGB RS02590 WP 012961536.1 SDRYASTFEMSRDLMTALSYNRSREPKLVFEDTE..NTKTLPKVTTSTSVPSTTEQLLKKQKAAKEDKAATENKATKAKTKKKKS 338
NTDB id 384 SMU RS02325 WP 002263039.1 TDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSL.KNKTSNQDKVDHKSKPKTKPQPKPKKK 337
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NTDB id 146 SP RS08570 WP 000614538.1 HRFKMRYLILL.ASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 216 SPD RS08205 WP 000614552.1 HRFKMRYLILL.ASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 182 SPR RS07820 WP 000614552.1 HRFKMRYLILL.ASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 257 KZH43 RS07655 WP 220041236.1 HRFKMRYLILL.ASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEKTEASEKVEEGRIIRTDPGAGTGRK 422
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVKEVEDDSVDTGKVIKTDPTAGTTRK 422
NTDB id 48903 SGGB RS02590 WP 012961536.1 RRMFGTLMKIFFAVVIVAIAIFTYLTLTSPSTVSVPDVAGSSLSEAKTTIKSSGLKVGTVHKVSSDTVESGYVIKTSPTAGSSKK 423
NTDB id 384 SMU RS02325 WP 002263039.1 RHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQKIEDDNVGAGKVVRTNPSAGSKKR 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 467 HSISS4 RS06915 WP 021143821.1 EGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFRVA. 506
NTDB id 48903 SGGB RS02590 WP 012961536.1 EGSSIDIYVSKGSSGFKIKDYTGQDYQTAVKDLVNNYGVSESQIEIEEVSTSDYDEGVIISQTPSEGETFKVSG.DDKITFKVA. 506
NTDB id 384 SMU RS02325 WP 002263039.1 EGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSGGTVIGQSPKPGKTYHPSS.DKKITLKVV. 504
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NTDB id 146 SP RS08570 WP 000614538.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE..........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 216 SPD RS08205 WP 000614552.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE..........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 182 SPR RS07820 WP 000614552.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE..........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 257 KZH43 RS07655 WP 220041236.1 KATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE..........EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVT 580
NTDB id 467 HSISS4 RS06915 WP 021143821.1 TPKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAKL..DKAKIPSS.TEILYQDPQAGTSVD....GTVILYVSVATA 584
NTDB id 48903 SGGB RS02590 WP 012961536.1 AESTVTMPNLTGYTYSEAIAALTALGVSSSHITVYQADPNSSTGYVQVSSPSSTATVTAQTPYYGETLSG....NVVLYLAADEE 587
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......T.....HSS.....STSSSTDSTTSS....TETS.TEATHTELQ.................. 624
NTDB id 48903 SGGB RS02590 WP 012961536.1 ESSQAPSSSSS.ESSESK.....ESS.....SSSSSTDDSSSS....TETS.DE......................... 625
NTDB id 384 SMU RS02325 WP 002263039.1 SHSGS...SSS.ESSNSE.....GTT.....SSEASTDSSSSA....TTTS.H.......................... 616
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