
logo MIQVIGKLI FAGRYKR I ILVQKSQIGRGGMADVYLANKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSDHPNHIVAR IRTDIG

NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
NTDB id 1127479 FGL12 RS02960 WP 012000094.1 MIQIGKIFAGRYKIIKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHPHIVRITDIG 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 EEDGQQFYLSVAMEYVDAGASLDLKKRYTIQKDEHAYPLSNAQEDEVAI
VR IMKGEQVI LSLAMTRLAHAQTKRGI IVHRDLKPQNVI LLTKPDGNTAKVTDFGIAVA

NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 1127479 FGL12 RS02960 WP 012000094.1 EEDGQQYLSMEYVAGLDLKRYIKEHAPLSNEEAVRIMGQILLAMRLAHARGIVHRDLKPQNVLLTPDGNAKVTDFGIAVA 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 FAETSLTQTNSMLGSVHYLSPEQARGSKATFIVQSDIYAMGIMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIAENAKPRSNSVP
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
NTDB id 1127479 FGL12 RS02960 WP 012000094.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATFQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENANVP 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..DTKPLPKLEQAAANSLAAQSLKN...KTS 315
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDMT..DTKTLPKVDPVPSASLEKKAVAA...EPS 315
NTDB id 1127479 FGL12 RS02960 WP 012000094.1 QSLENVIIKATAKKLTDRYQSVSDMYVDLSSCLSPERRNEKKLMFDDAVKVDTKTLPKIPQVTPPVASRVNND....... 313
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
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NTDB id 384 SMU RS02325 WP 002263039.1 NQDKVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVG 395
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EPTPAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVG 395
NTDB id 1127479 FGL12 RS02960 WP 012000094.1 .PATDVEQKAPQVAPPTKPKTKRHLRARY.KVLLAAVFLVIAAFLALLYLTPSNKQVPDVTGKTVAEAREAIEKVNLKVG 391
NTDB id 146 SP RS08570 WP 000614538.1 NPSQAVTEE...TYQPQA.PKKHRFKMRY.LILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 216 SPD RS08205 WP 000614552.1 NPSQAVTEE...TYQPQA.PKKHRFKMRY.LILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 182 SPR RS07820 WP 000614552.1 NPSQAVTEE...TYQPQA.PKKHRFKMRY.LILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
NTDB id 257 KZH43 RS07655 WP 220041236.1 NPSQAVTEE...TYQPQA.PKKHRFKMRY.LILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIG 395
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NTDB id 384 SMU RS02325 WP 002263039.1 DVQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDD 474
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDS 475
NTDB id 1127479 FGL12 RS02960 WP 012000094.1 EEIEENSDEVASGMIIRTDPVAGTQRKEGSTVNLVVSKGAKTLIMEDYTGQTTAQAVERLTDVLKVPKNNIKVEEVETND 471
NTDB id 146 SP RS08570 WP 000614538.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNE 474
NTDB id 216 SPD RS08205 WP 000614552.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNE 474
NTDB id 182 SPR RS07820 WP 000614552.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNE 474
NTDB id 257 KZH43 RS07655 WP 220041236.1 EEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNE 474
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NTDB id 384 SMU RS02325 WP 002263039.1 YSGGTVIGQSPKPGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEEAVSTLTAM....................... 526
NTDB id 467 HSISS4 RS06915 WP 021143821.1 AEEGEILSQSPGKNKSFNPKDSKAKIKFRVAT.PKIVTMPDVTGLTVSTAVQTLNRK....................... 531
NTDB id 1127479 FGL12 RS02960 WP 012000094.1 VEEGTIFEQTPAAGATYDLTSNTK.IVLKVAKAVSTIEMPNFGSLQ.................................. 516
NTDB id 146 SP RS08570 WP 000614538.1 SEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIM 553
NTDB id 216 SPD RS08205 WP 000614552.1 SEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIM 553
NTDB id 182 SPR RS07820 WP 000614552.1 SEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIM 553
NTDB id 257 KZH43 RS07655 WP 220041236.1 SEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESSESEPGTIM 553
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NTDB id 384 SMU RS02325 WP 002263039.1 ...................................................GISSSRIKAY..DASDYSSEISSPSSSSL 553
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ...................................................NISSSSIEYHDYNTGAKLDKAKIPSSTE. 559
NTDB id 1127479 FGL12 RS02960 WP 012000094.1 ......................................YTYANARNYLISLGIPSSNIERVVD......RS.VVSSQSDL 551
NTDB id 146 SP RS08570 WP 000614538.1 KQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEV......TTAPAGSAEGM 626
NTDB id 216 SPD RS08205 WP 000614552.1 KQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEV......TTAPAGSVEGM 626
NTDB id 182 SPR RS07820 WP 000614552.1 KQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEV......TTAPAGSVEGM 626
NTDB id 257 KZH43 RS07655 WP 220041236.1 KQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKN.NLIQIVGIKEANIEVVEV......TTAPAGSVEGM 626
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NTDB id 384 SMU RS02325 WP 002263039.1 VVGQSPYYGNTVSLSSND.DIILYVSTSGGSHSGSSSSESSNSEG....TTSSEASTDSSSSATTT....SH.... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ILYQDPQ....AGTSVDG.TVILYVSVATASSSLQSSSSSTTHSS....ST..SSSTDSTTSSTETSTEATHTELQ 624
NTDB id 1127479 FGL12 RS02960 WP 012000094.1 VTSQSPATGP...VNPKKVKVTLYVTEATTQSSSSSSSSNSNSSSSSKNTTSSSSSEDETSASS.....STHGD.. 617
NTDB id 146 SP RS08570 WP 000614538.1 VVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP........................................... 659
NTDB id 216 SPD RS08205 WP 000614552.1 VVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP........................................... 659
NTDB id 182 SPR RS07820 WP 000614552.1 VVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP........................................... 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 VVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP........................................... 659
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