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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 1024877 ABW635 RS07760 WP 368401061.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELNHPNIVAIRDIG 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 LLTKPSDGVTVAKVTDFGIAVA
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 1024877 ABW635 RS07760 WP 368401061.1 EEDGQQFLVMEYIQGADLKKFIQDNAPLSNTQVVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKSGVVKVTDFGIAVA 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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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 1024877 ABW635 RS07760 WP 368401061.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKTLPSIIDENPQVP 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 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SI 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SI 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SI 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHK.SI 319
NTDB id 1024877 ABW635 RS07760 WP 368401061.1 QALENVVIKATAKKLSDRYNSTFEMSRDLMTALSYNRSRERKLVFLDVE..STKPLPKVTPTPAPKPTVAPVS..P..SN 314
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 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLV....LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLV....LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLV....LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLV....LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 1024877 ABW635 RS07760 WP 368401061.1 TTKQKQEAIADVPVKKKKSGRFFGTLLKIIFALFVIGVAFFAFLAFLVLTKPSTVKVPNVNGSSLAVAESELKSLGFKIG 394
NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLT...YLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVG 395
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFA...YLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVG 395
consensus *****************!***!**********!* *************!*****!*!*!*****!***********!

logo

D
K
EVEQKKETVIEEADSADENSTKVADGEATEGNKRVIVIKRTNDPESTGAGSTKSTGKRRKEGSTSKVIDNVILFYVVAS ISGANSKKQGSFAKVQLMIKESDNYTKVNGKQRDLNKYSEKSDAVVIDEADNELVTKSNETNFYKNGKVSPERDSDNKQSL IDVKLIKQEHREVESVEDTSSDNSDE

NTDB id 146 SP RS08570 WP 000614538.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNE 474
NTDB id 216 SPD RS08205 WP 000614552.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNE 474
NTDB id 182 SPR RS07820 WP 000614552.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNE 474
NTDB id 257 KZH43 RS07655 WP 220041236.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNE 474
NTDB id 1024877 ABW635 RS07760 WP 368401061.1 KVKEIESATVAEGNVVKTDPEAGTSKREGSKVDIYVSIGNQSFVMEDYKNQLYEDAVENLVNTYNVPRSKIKIERVVTSD 474
NTDB id 384 SMU RS02325 WP 002263039.1 DVQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDD 474
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDS 475
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NTDB id 146 SP RS08570 WP 000614538.1 SEAGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE..........EE 543
NTDB id 216 SPD RS08205 WP 000614552.1 SEAGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE..........EE 543
NTDB id 182 SPR RS07820 WP 000614552.1 SEAGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE..........EE 543
NTDB id 257 KZH43 RS07655 WP 220041236.1 SEAGTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE..........EE 543
NTDB id 1024877 ABW635 RS07760 WP 368401061.1 YRKDMVIAQSPSPGEKFNPKGKS.KIVLSVASND.TVLMPTIVNYTYQDALAALKALGIDSKRVKAYYPDVNSATGFSKM 552
NTDB id 384 SMU RS02325 WP 002263039.1 YSGGTVIGQSPKPGKTYHPSSDKK.ITLKV...V.KVTMPNLKNSTYEEAVSTLTAMGISSSRIKAY....DASDYSSEI 545
NTDB id 467 HSISS4 RS06915 WP 021143821.1 AEEGEILSQSPGKNKSFNPKDSKAKIKFRVATPK.IVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDY..NTGAKLDKA 552
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LYTLVYSAATVKAESKEGTVAGPTTSAHSVNSAGLSMQSPDSTSYTSI ESTGSTSLEFTKTNHSNL IQIVGIKEANI EVVRSEGSVSTATSASPESAAESGSAHV
NTDB id 146 SP RS08570 WP 000614538.1 SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSA 623
NTDB id 216 SPD RS08205 WP 000614552.1 SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSV 623
NTDB id 182 SPR RS07820 WP 000614552.1 SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSV 623
NTDB id 257 KZH43 RS07655 WP 220041236.1 SSESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSV 623
NTDB id 1024877 ABW635 RS07760 WP 368401061.1 PNPKSTMIISAQDPYAGVEISLSATSEISIYLYAEEPTANSSDTTTSS.....NS...............RSTASSSESH 612
NTDB id 384 SMU RS02325 WP 002263039.1 SSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSESS.....NS...............EGTTSSEAS. 604
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KIPSSTE.ILYQDPQ....AGTSVDGTVILYVSVATASSSLQSSSSST.....TH...............SSST..SSS. 604
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NTDB id 146 SP RS08570 WP 000614538.1 EGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 EGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 EGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 EGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 1024877 ABW635 RS07760 WP 368401061.1 ATSSSSSNPNAGTETNTDANVSPQN........... 637
NTDB id 384 SMU RS02325 WP 002263039.1 .TDSSSS....ATTT....SH............... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 .TDSTTS....STETSTEATHTELQ........... 624
consensus ************************************

X non conserved

X similar

X ≥ 50% conserved


