
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
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 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 1020913 ABZ559 RS01685 WP 367007049.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQIAVARFQREARAMAELNHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
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logo EEDGQQFYLVAMEYVDAGSALDLKKRYTIHQKDERHAYPLSNAQTEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPTDGTVAKVTDFGIAVA

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 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 1020913 ABZ559 RS01685 WP 367007049.1 EEDGQQFLVMEYVDGADLKKYIHDRAPLSNTEVVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKTGTVKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
consensus !!!!!!*!*!!!!*!*!!!*!*****!!!!****!!!***!*!!*!!!**!!*!!!!!!!!*!!!**!!*!!!!!!!!!!

logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIAENPRKSNSVP

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 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 1020913 ABZ559 RS01685 WP 367007049.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
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NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQA..QTEHKS 318
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQA..QTEHKS 318
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQA..QTEHKS 318
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQA..QTEHKS 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAA.....E 313
NTDB id 1020913 ABZ559 RS01685 WP 367007049.1 QALENVVIKATAKKLSDRYASTFEMSRDLMTALSYNRSREPKLVFQDTE..NTKPLPKAALAKPSQSTEQLLEKQKEKKE 318
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
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NTDB id 146 SP RS08570 WP 000614538.1 I...KNP..SQAVTEETYQPQAPKKHRFKMRYLILLASLV.LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANF 392
NTDB id 216 SPD RS08205 WP 000614552.1 I...KNP..SQAVTEETYQPQAPKKHRFKMRYLILLASLV.LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANF 392
NTDB id 182 SPR RS07820 WP 000614552.1 I...KNP..SQAVTEETYQPQAPKKHRFKMRYLILLASLV.LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANF 392
NTDB id 257 KZH43 RS07655 WP 220041236.1 I...KNP..SQAVTEETYQPQAPKKHRFKMRYLILLASLV.LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANF 392
NTDB id 467 HSISS4 RS06915 WP 021143821.1 P.SEPTPAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGF 392
NTDB id 1020913 ABZ559 RS01685 WP 367007049.1 RQIPPTPANKIET.EQSQKDKQARKHNYFNTFTKVFVALFLLGVAIFTYLILNNPTTVSVPDVTNASLEVAKTKIESAGL 397
NTDB id 384 SMU RS02325 WP 002263039.1 K.V....DHKSKP.KTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGL 392
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NTDB id 146 SP RS08570 WP 000614538.1 EIGEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEE 471
NTDB id 216 SPD RS08205 WP 000614552.1 EIGEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEE 471
NTDB id 182 SPR RS07820 WP 000614552.1 EIGEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEE 471
NTDB id 257 KZH43 RS07655 WP 220041236.1 EIGEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEE 471
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KVGEVKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVE 472
NTDB id 1020913 ABZ559 RS01685 WP 367007049.1 KVGEVHETASDQIEKNHVIKTNPTAGTKKREGSKIDIYVSTGTSGFTMPNYVGKNYENAIQELTKTYGVSEDNITVEEVS 477
NTDB id 384 SMU RS02325 WP 002263039.1 KVGDVQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVS 471
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NTDB id 146 SP RS08570 WP 000614538.1 SNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE.......... 541
NTDB id 216 SPD RS08205 WP 000614552.1 SNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE.......... 541
NTDB id 182 SPR RS07820 WP 000614552.1 SNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE.......... 541
NTDB id 257 KZH43 RS07655 WP 220041236.1 SNESEAGTVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEE.......... 541
NTDB id 467 HSISS4 RS06915 WP 021143821.1 DDSAEEGEILSQSPGKNKSFNPKDSKAKIKFRVATPKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGA...KL 549
NTDB id 1020913 ABZ559 RS01685 WP 367007049.1 TTDYEAGTIISQSPEAKATVDPENA..TISFTVAVSGSVTMPLVTNLTYADAVNTLTALGIKSSRIKAYVPSTSSASGYI 555
NTDB id 384 SMU RS02325 WP 002263039.1 SDDYSGGTVIGQSPKPGKTYHPSSD..KKIT..LKVVKVTMPNLKNSTYEEAVSTLTAMGISSSRIKAYDASDYS....S 543
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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 467 HSISS4 RS06915 WP 021143821.1 DKAKIPSSTEILYQDPQAGTS....VDGTVILYVSVATASSSLQSSSSSTTHSSST.........SS.......STDSTT 609
NTDB id 1020913 ABZ559 RS01685 WP 367007049.1 EVHEPESSVLVSSQTPYYGTEIDVTDTSNIILYLYATTTESSSTEESSSESSSTST.......SQES.......STETSS 621
NTDB id 384 SMU RS02325 WP 002263039.1 EISSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSESSNSEGTT.......SSEA.......STDSSS 609
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NTDB id 146 SP RS08570 WP 000614538.1 SAEGMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
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
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SSTETSTEATH...TELQ.................... 624
NTDB id 1020913 ABZ559 RS01685 WP 367007049.1 SSS....ESSS...TETESSSTR............... 637
NTDB id 384 SMU RS02325 WP 002263039.1 SAT....TTSH........................... 616
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