
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIA I

VTARFQREARAMAEDLSNDHPNHIVAR 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 310855 DDV21 RS09130 WP 116878870.1 MIQIGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAITRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
consensus !!!*!!*!!!!!!!***!!!!!!!!!!!!*!!!!!*!!!!*!!!!!!!!!!**!**!!!!!!!!!!*!*!!*!!*!*!!!

logo EEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNANQEDEVAI
VR IMEKGEQVI LSLAMTRLAHQTQKRGI IVHRDLKPQNVI LLTKPDGTVAKVTDFGIAVA

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 310855 DDV21 RS09130 WP 116878870.1 EEDGQQFLVMEYVDGSDLKKYIQEHAPLSNNEVVRIMEEVLSAMTLAHQQGIVHRDLKPQNILLTKDGTVKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
consensus !!!!!!*!*!!!!*!*!!!*!***!*!!!!****!!!***!*!!*!!!**!!*!!!!!!!!*!!!*!!!*!!!!!!!!!!

logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGYHIPYDGDSAVTIALQHFQNKPLPS IVLI EALENPRKSNSVP

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 310855 DDV21 RS09130 WP 116878870.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGYIPYDGDSAVTIALQHFQKPLPSIIELNKNVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
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NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSIK 320
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPS.EP 317
NTDB id 310855 DDV21 RS09130 WP 116878870.1 QALENVVIKATAKKLSDRYSSTFEMSRDLMTALSYNRSREPKLVFSDHE..NTKTLPKVIPAPAASAAEENAEENKT.VQ 317
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKN.KT.SN 316
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NTDB id 146 SP RS08570 WP 000614538.1 NPS...QAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 216 SPD RS08205 WP 000614552.1 NPS...QAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 182 SPR RS07820 WP 000614552.1 NPS...QAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 257 KZH43 RS07655 WP 220041236.1 NPS...QAVTEETYQPQAPKKHRFKMRYL.ILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGE 396
NTDB id 467 HSISS4 RS06915 WP 021143821.1 TPAPSKQP.RKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGE 396
NTDB id 310855 DDV21 RS09130 WP 116878870.1 QASTAADAKA...KKKKAKKQKRLFSTIAKIAFAVFIVALAWLAFVILRNPSTVTVPDVTGTTLSAAEKRIEDSGLRVGD 394
NTDB id 384 SMU RS02325 WP 002263039.1 QDKVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGD 396
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logo

V
E
Q
R
K
E
K
T
I
V
E
D
E
A
D
S
A
D
E
E
N
S
KVGDEAKTEGKRVIVIKRTNDPASTGAGSTKSTGKRRKEGSTRSKVIDNVILFYVVASTSAGNSKSKQAGSFAKTQLMIKESDNYKTVGKQRDNKYSEKSKDAVVIDESANDELTKDNSETNKFYKGVSPAERDSDNSQL IDEVKLIQKEHEVEASEADSSDNSDEAY

NTDB id 146 SP RS08570 WP 000614538.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNE. 474
NTDB id 216 SPD RS08205 WP 000614552.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNE. 474
NTDB id 182 SPR RS07820 WP 000614552.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNE. 474
NTDB id 257 KZH43 RS07655 WP 220041236.1 EKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKK.VPDNLIKIEEEESNE. 474
NTDB id 467 HSISS4 RS06915 WP 021143821.1 VKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSA 476
NTDB id 310855 DDV21 RS09130 WP 116878870.1 VRKVDSAEVDKGRVVRTDPAAGSSKKEGTRVDIYVSTGNSAFTMEDYVGQNYEKVVSDLKDTYGVSASQIEIKEVAASDY 474
NTDB id 384 SMU RS02325 WP 002263039.1 VQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVASA.KGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDY 475
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NTDB id 146 SP RS08570 WP 000614538.1 ..SEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKI........EEEE 543
NTDB id 216 SPD RS08205 WP 000614552.1 ..SEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKI........EEEE 543
NTDB id 182 SPR RS07820 WP 000614552.1 ..SEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKI........EEEE 543
NTDB id 257 KZH43 RS07655 WP 220041236.1 ..SEAGTVLKQSLPEGTTYDLSKA.TQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKI........EEEE 543
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ...EEGEILSQSPGKNKSFNPKDSKAKIKFRVATP.KIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAKLDKA 552
NTDB id 310855 DDV21 RS09130 WP 116878870.1 DYYDDDIIVSQTPAAGETFNPAGD.DKIVFEVTSS.NTVTMPDLTDYTYGDALELLTSLGISSSRIKT..YINGD..TEV 548
NTDB id 384 SMU RS02325 WP 002263039.1 ...SGGTVIGQSPKPGKTYHPSSD.KKITLKVV....KVTMPNLKNSTYEEAVSTLTAMGISSSRIKA..YDASDYSSEI 545
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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 467 HSISS4 RS06915 WP 021143821.1 KIPSST.EILYQDPQAGT....SVDGTVILYVSVATASSSLQSSSSSTTHSSSTS.......SSTD..S......TTSST 612
NTDB id 310855 DDV21 RS09130 WP 116878870.1 TSPSTSAVISSQSPEAGYEVVLSGNGEIILYLYSSQGGGNYSDRSSSPLDDSSSS.......SDSS..S...DEEPDQSS 616
NTDB id 384 SMU RS02325 WP 002263039.1 SSPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSESSNSEGTTS.......SEAS..T.......D... 606
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NTDB id 146 SP RS08570 WP 000614538.1 EGMVV.EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 EGMVV.EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 EGMVV.EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 EGMVV.EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ET.......STEATHTELQ.................. 624
NTDB id 310855 DDV21 RS09130 WP 116878870.1 DTSSEDSDSSSSGSEG..................... 632
NTDB id 384 SMU RS02325 WP 002263039.1 .SSSS....ATTTSH...................... 616
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