
logo MIQVIGKLI FAGRYKR I ILVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREAKRAMAEDLNSDHPNHIVAR IRTDIG

NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 1117806 ELZ47 RS02635 WP 126435198.1 MIQIGKIFAGRYKIIKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREAKAMADLDHPHIVRITDIG 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 EEDGQQFYLVAMEYVDAGASLDLKKRYTIQKDENHSAYP I
LSNAQEDEVAI

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 1117806 ELZ47 RS02635 WP 126435198.1 EEDGQQYLAMEYVAGLDLKRYIKENSPISNEEAVRIMGQILLAMRLAHTRGIVHRDLKPQNVLLTPDGNAKVTDFGIAVA 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
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLI SAENKRPSNSVP

NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 1117806 ELZ47 RS02635 WP 126435198.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSIISENPNVP 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 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDAS..DTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
NTDB id 1117806 ELZ47 RS02635 WP 126435198.1 QALENVVIKATAKKLTDRYQSVAEMYVDLSSSLSYERRNEKKLVFDDVAKADTKTLPKISPVPQPAVPPVKSTPPKAE.A 319
NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.I 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.I 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.I 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.I 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 1117806 ELZ47 RS02635 WP 126435198.1 TEVK..EETADAVKKVPKKRRLRTRYKVLFFAV.LLVLAAFVVLLYNSPSNTSVPDVSGQTVAEARSAIEAKKLVVGDEK 396
NTDB id 146 SP RS08570 WP 000614538.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEETYQPQAPKKHRFKMRYLILLASL.VLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
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NTDB id 384 SMU RS02325 WP 002263039.1 KIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTN..................... 456
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTS..................... 457
NTDB id 1117806 ELZ47 RS02635 WP 126435198.1 EEYSDNVESGKVIKTDPQANSQRREGSKIDLIISKGPKTFVMEDYTERLKDAAVKDLKE..................... 455
NTDB id 146 SP RS08570 WP 000614538.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
NTDB id 216 SPD RS08205 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
NTDB id 182 SPR RS07820 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
NTDB id 257 KZH43 RS07655 WP 220041236.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEKKVPDNLIKIEEEESNESEAG 478
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TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVI SELKNQYFKGKVSPREKDNQSL IDEVKLIKQVEHEVESEDSDSDSEAYSSEEGPGEQTVI LIMGRSKQSPAKG
NTDB id 384 SMU RS02325 WP 002263039.1 ..................................................NYGVSRDSIVLKEVSSDDYSGGTVIGQSPK 486
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ..................................................NFGVSEDQIDIQHVEDDSAEEGEILSQSPG 487
NTDB id 1117806 ELZ47 RS02635 WP 126435198.1 ..................................................NFKVPEKLIEIVEEESDEYEPGQVIRQSPA 485
NTDB id 146 SP RS08570 WP 000614538.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
NTDB id 216 SPD RS08205 WP 000614552.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
NTDB id 182 SPR RS07820 WP 000614552.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
NTDB id 257 KZH43 RS07655 WP 220041236.1 TVLKQSLPEGTTYDLSKATQIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIMKQSPG 558
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NTDB id 384 SMU RS02325 WP 002263039.1 PGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEE..AVSTLTAMGISSSRIKAY..DASDYSSEISSPSSSSLVVGQ 557
NTDB id 467 HSISS4 RS06915 WP 021143821.1 KNKSFNPKDSKAKIKFRVA.TPKIVTMPDVTGLTVST..AVQTLNRKNISSSSIEYHDYNTGAKLDKAKIPSSTE.ILYQ 563
NTDB id 1117806 ELZ47 RS02635 WP 126435198.1 AGSTYDLTSNHK.IKLTVAKEVTSVSMPDFGSMQYTYANARSYLIQMGISSSRIERVVD.RS......VTSTQADLVTSQ 557
NTDB id 146 SP RS08570 WP 000614538.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNN.LIQIVGIKEANIEVVEVTTA......PAGSAEGMVVEQ 630
NTDB id 216 SPD RS08205 WP 000614552.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNN.LIQIVGIKEANIEVVEVTTA......PAGSVEGMVVEQ 630
NTDB id 182 SPR RS07820 WP 000614552.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNN.LIQIVGIKEANIEVVEVTTA......PAGSVEGMVVEQ 630
NTDB id 257 KZH43 RS07655 WP 220041236.1 AGTTYDVSKPTQ.IVLTVAKKVTSVAMPSYIGSSLEFTKNN.LIQIVGIKEANIEVVEVTTA......PAGSVEGMVVEQ 630
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NTDB id 384 SMU RS02325 WP 002263039.1 SPYYGNTVSLSSND.DIILYVSTSGGSHSGSSSSESSNSEGTTSSEASTDSSSSATTT....SH.... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 DPQ....AGTSVDG.TVILYVSVATASSSLQSSSSSTTHSSST..SSSTDSTTSSTETSTEATHTELQ 624
NTDB id 1117806 ELZ47 RS02635 WP 126435198.1 SPAAGQTIDLKSNE.KITLYVTEATTPSSSSSSSSSSNSKSSSSSD...DESHSSSSSSS..EHQ... 616
NTDB id 146 SP RS08570 WP 000614538.1 SPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 216 SPD RS08205 WP 000614552.1 SPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 182 SPR RS07820 WP 000614552.1 SPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 SPRAGEKVDLNKTRVKISIYKPKTTSATP....................................... 659
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