
logo MIQVIGKLI FAGRYKR I ILVQKSQIGRGGMADVYLARNKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREAKRAMAEDLNSDHPYNHIVAR I SRTDIG

NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 1142330 DQN71 RS08725 WP 111694580.1 MIQIGKIFAGRYKIIKQIGRGGMADVYLARDLILDGEEVAVKVLRTNYQTDPIAVARFQREAKAMADLDHPYIVRISDIG 80
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
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logo EEDGQQFYLVAMEYVSDAGASLDLKKRYTIQKDENHSAYPLSNAQEDEVAI
VR IMKGEQVI LSLAMTRLAHQTKRGI IVHRDLKPQNVI LLTKPDGNTAKVTDFGIAVA

NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 1142330 DQN71 RS08725 WP 111694580.1 EEDGQQYLAMEYVSGLDLKRYIKENSPLSNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNVLLTPDGNAKVTDFGIAVA 160
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
consensus !!!!!!*!*!!!!*!*!!!*!*****!!!!****!!!***!*!!*!!!**!!*!!!!!!!!*!!!*!!*!!!!!!!!!!!

logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIAENKRPSNSVP

NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 1142330 DQN71 RS08725 WP 111694580.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENPNVP 240
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
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NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDA..SDTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDM..TDTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
NTDB id 1142330 DQN71 RS08725 WP 111694580.1 QALENVVIKATAKKLSDCYQSVAEMYVDLSSSLSYDRRNEKKLVFDDGAKADTKTLPKVPPVPQSAPSPVAEAVAPKVA. 319
NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSI. 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSI. 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSI. 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKSI. 319
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NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQ 398
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVK 398
NTDB id 1142330 DQN71 RS08725 WP 111694580.1 ADVKRETPVLKAPVKKPKKRHLRARYKVMFLAILL.VFAAFFFLLYKSPANTTVPDVAGQTVAEARSTITAKGLEVGEIK 398
NTDB id 146 SP RS08570 WP 000614538.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASLVL.VAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
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VSPREDKDNQSL IDVKLIKQVEHEVESEDNSSDNSDEAVYSSEGEA
NTDB id 384 SMU RS02325 WP 002263039.1 KIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSG 477
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEE 478
NTDB id 1142330 DQN71 RS08725 WP 111694580.1 EDYSDNVAEGKVIKTDPPVNSQRRENSKVDLIVSKGSKTFTVENYVGQKSSEAVEHLKSTYNIPEKLIKIVEEENSDVEE 478
NTDB id 146 SP RS08570 WP 000614538.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEA 477
NTDB id 216 SPD RS08205 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEA 477
NTDB id 182 SPR RS07820 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEA 477
NTDB id 257 KZH43 RS07655 WP 220041236.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKE.KKVPDNLIKIEEEESNESEA 477
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NTDB id 384 SMU RS02325 WP 002263039.1 GTVIGQSPKPGKTYHPSSDKK.ITLKV...V................................................. 504
NTDB id 467 HSISS4 RS06915 WP 021143821.1 GEILSQSPGKNKSFNPKDSKAKIKFRVATPK................................................. 509
NTDB id 1142330 DQN71 RS08725 WP 111694580.1 GVVISQTPAAGSSYDVTSNKQ.ITLTVAKTVT................................................ 509
NTDB id 146 SP RS08570 WP 000614538.1 GTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQS 556
NTDB id 216 SPD RS08205 WP 000614552.1 GTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQS 556
NTDB id 182 SPR RS07820 WP 000614552.1 GTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQS 556
NTDB id 257 KZH43 RS07655 WP 220041236.1 GTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQS 556
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NTDB id 384 SMU RS02325 WP 002263039.1 ........................KVTMPNLKNSTYEEA..VSTLTAMGISSSRIKAY..DASDYSSEISSPSSSSLVVG 556
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ........................IVTMPDVTGLTVSTA..VQTLNRKNISSSSIEYHDYNTGAKLDKAKIPSSTE.ILY 562
NTDB id 1142330 DQN71 RS08725 WP 111694580.1 ........................RVEMPDFGHLQVSYAYARAYLMEMGISASRIERVID.R......SVESSQADLVTS 558
NTDB id 146 SP RS08570 WP 000614538.1 PGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNN.LIQIVGIKEANIEVVEVTT......APAGSAEGMVVE 629
NTDB id 216 SPD RS08205 WP 000614552.1 PGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNN.LIQIVGIKEANIEVVEVTT......APAGSVEGMVVE 629
NTDB id 182 SPR RS07820 WP 000614552.1 PGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNN.LIQIVGIKEANIEVVEVTT......APAGSVEGMVVE 629
NTDB id 257 KZH43 RS07655 WP 220041236.1 PGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNN.LIQIVGIKEANIEVVEVTT......APAGSVEGMVVE 629
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NTDB id 384 SMU RS02325 WP 002263039.1 QSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSESSNSEGTTSSEASTD..SSSSATTT....SH.... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QDPQ....AGTSVDGTVILYVSVATASSSLQSSSSSTTHSSST..SSSTD..STTSSTETSTEATHTELQ 624
NTDB id 1142330 DQN71 RS08725 WP 111694580.1 QSPAAGQSIKLKSN.TKITFYVTDGTVTSSSSSSERTQPSSSSSSTSEEESHSSSSSSSTTASTSH.... 623
NTDB id 146 SP RS08570 WP 000614538.1 QSPRAGEKVDLNKTRVKISIYKPKTTSATP........................................ 659
NTDB id 216 SPD RS08205 WP 000614552.1 QSPRAGEKVDLNKTRVKISIYKPKTTSATP........................................ 659
NTDB id 182 SPR RS07820 WP 000614552.1 QSPRAGEKVDLNKTRVKISIYKPKTTSATP........................................ 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 QSPRAGEKVDLNKTRVKISIYKPKTTSATP........................................ 659
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