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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 261188 SPSF3K RS09640 WP 004234985.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEDVAIKVLRTNYQTDQVAVARFQREARAMAELNHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
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VR IMEKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPDGVTVAKVTDFGIAVA
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 261188 SPSF3K RS09640 WP 004234985.1 EEDGQQFLVMEYVDGFDLKRFIQENAPIPNEQVVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKDGVVKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLI EAENPRKSGNSVP

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 261188 SPSF3K RS09640 WP 004234985.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIEENKGVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
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NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEH.KSI 319
NTDB id 261188 SPSF3K RS09640 WP 004234985.1 QALENVVIKATAKRLSDRYATTFDMSRDLMTALSYNRSRERKLVFHDVE..STKPLPKVTPVPVTQTKSSV.APQTSGS. 316
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
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NTDB id 146 SP RS08570 WP 000614538.1 KNPSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEETYQPQAPKKHRFKMRYLI.LLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 261188 SPSF3K RS09640 WP 004234985.1 ...EIHDDAVTPQKTKKKRGRLLGTLLKILFALFVVLVAVFAFLVLTKPSTVKVPNVNGTTLSVAKKELTDLGFQVGQIH 393
NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQ 398
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVK 398
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NTDB id 146 SP RS08570 WP 000614538.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQS........FQISNYVGRKSSDVIAELKEK.KVPDNLIKIEE 469
NTDB id 216 SPD RS08205 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQS........FQISNYVGRKSSDVIAELKEK.KVPDNLIKIEE 469
NTDB id 182 SPR RS07820 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQS........FQISNYVGRKSSDVIAELKEK.KVPDNLIKIEE 469
NTDB id 257 KZH43 RS07655 WP 220041236.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQS........FQISNYVGRKSSDVIAELKEK.KVPDNLIKIEE 469
NTDB id 261188 SPSF3K RS09640 WP 004234985.1 KMENTAVDSGKVIKTDPKAGTERREGARIDLFVSTGQPKVKKKSKDKVLMPDFTNMTYKDVLNMLTNEYGIHPNRIVAYY 473
NTDB id 384 SMU RS02325 WP 002263039.1 KIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKG........FKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKE 469
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKG........FALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQH 470
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NTDB id 146 SP RS08570 WP 000614538.1 EESNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIE........E 541
NTDB id 216 SPD RS08205 WP 000614552.1 EESNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIE........E 541
NTDB id 182 SPR RS07820 WP 000614552.1 EESNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIE........E 541
NTDB id 257 KZH43 RS07655 WP 220041236.1 EESNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIE........E 541
NTDB id 261188 SPSF3K RS09640 WP 004234985.1 QDA......................................................................PNPENYS 483
NTDB id 384 SMU RS02325 WP 002263039.1 VSSDDYSGGTVIGQSPKPGKTYHPSSDKK.ITLKV...VKVTMPNLKNSTYEEAVSTLTAMGISSSRIKAY..DASDYSS 543
NTDB id 467 HSISS4 RS06915 WP 021143821.1 VEDDSAEEGEILSQSPGKNKSFNPKDSKAKIKFRVATPKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAKLD 550
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NTDB id 146 SP RS08570 WP 000614538.1 EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAG 621
NTDB id 216 SPD RS08205 WP 000614552.1 EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAG 621
NTDB id 182 SPR RS07820 WP 000614552.1 EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAG 621
NTDB id 257 KZH43 RS07655 WP 220041236.1 EESSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAG 621
NTDB id 261188 SPSF3K RS09640 WP 004234985.1 KVSSPKDSQLVMGQYPIVGTYYIISDKEDIELYLSPDSGDNTTVFSSTPTSTSSS........SEE......ETSTS... 546
NTDB id 384 SMU RS02325 WP 002263039.1 EISSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSESS..............N............... 594
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KAKIPSSTE.ILYQDPQ....AGTSVDGTVILYVSVATASSSLQSSSSST..............T............... 596
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NTDB id 216 SPD RS08205 WP 000614552.1 SVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP....... 659
NTDB id 182 SPR RS07820 WP 000614552.1 SVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP....... 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 SVEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP....... 659
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consensus * *******************!**********!*****

X non conserved

X similar

X ≥ 50% conserved


