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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 1147120 CKV83 RS00985 WP 018373097.1 MIQIGKIFAGRYKVIEQIGRGGMADVYLARDLILDGEEVAVKVLRTNYQTDQVAIQRFQREARAMADLDHPNIVRISDIG 80
NTDB id 384 SMU RS02325 WP 002263039.1 MIQIGKLFAGRYRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHPNIVAIRDIG 80
NTDB id 467 HSISS4 RS06915 WP 021143821.1 MIQVGKLFAGRYRILKSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVARFQREARAMAELSHPNIVAIRDIG 80
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logo EEDGQQFYLVAMEYVDAAGASLDLKKRYTIQKDEKHAYPFLSNAQEDEVAI
VRVIMAKGEQVI LSLAMTRLAHQTQKRGI IVHRDI

LKPQNVI LLTKPEDGTAKVTDFGIAVA
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 1147120 CKV83 RS00985 WP 018373097.1 EEDGQQYLAMEYVDALDLKKYIQDKAPFSNEEAVRVMAQILLAMRLAHQQGIVHRDIKPQNVLLTKEGTAKVTDFGIAVA 160
NTDB id 384 SMU RS02325 WP 002263039.1 EEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EEDGQQFLVMEYVDGSDLKKYIQDHAPLSNQDVVRIMGEVLSAMTLAHQKGIIHRDLKPQNVLLTKDGTAKVTDFGIAVA 160
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logo FAETSLTQTNSMLGSVHYLSPEQARGSKATI
VQSDIYAMGIVMI LFFYEMLTGHIPYDGDSAVTIALQHFQNKPLPS IVLIAENKRPSKNSVP

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 1147120 CKV83 RS00985 WP 018373097.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIVLYEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENPKVP 240
NTDB id 384 SMU RS02325 WP 002263039.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIAENKNVP 240
NTDB id 467 HSISS4 RS06915 WP 021143821.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILAENRNVP 240
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NTDB id 146 SP RS08570 WP 000614538.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTE.HKSI 319
NTDB id 1147120 CKV83 RS00985 WP 018373097.1 QALENVVIKATAKKLSDRYQTVEDMYTDLVTCLSPRHQLDRKLIFSDN.KVDSKVLPKVTPPPQEVSRQEELRVP.EEEY 318
NTDB id 384 SMU RS02325 WP 002263039.1 QALENVVIKATAKRLTDRYHSTQEMLQDLRTSLQPNRSRERKLVFSDA..SDTKPLPKLEQAAANSLAAQSLKNKTSNQD 318
NTDB id 467 HSISS4 RS06915 WP 021143821.1 QALENVVIRATAKKLENRYNSTLEMSRDLVTSLHPSHRRDAKVVFDDM..TDTKTLPKVDPVPSASLEKKAVAAEPSEPT 318
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NTDB id 146 SP RS08570 WP 000614538.1 KNPSQAVTEETYQP.QAPKKHRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 216 SPD RS08205 WP 000614552.1 KNPSQAVTEETYQP.QAPKKHRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 182 SPR RS07820 WP 000614552.1 KNPSQAVTEETYQP.QAPKKHRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 257 KZH43 RS07655 WP 220041236.1 KNPSQAVTEETYQP.QAPKKHRFKMRYLILLASLVLVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEIGEEK 398
NTDB id 1147120 CKV83 RS00985 WP 018373097.1 SHPY....ESND...DYKPKRRMRMRFKVLFGAIFLTLLALVAIFLTSPTTVIVPDVAGQTLEAAQQTLAKAGLRVDQVR 391
NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKPKTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLTKPSTVSVPDVSGDKLSTAKMIIRKSGLKVGDVQ 398
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQPRKKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFTNPDNVQVPNVVGQELSTAQTKIEGAGFKVGEVK 398
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NTDB id 146 SP RS08570 WP 000614538.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNESEA 477
NTDB id 216 SPD RS08205 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNESEA 477
NTDB id 182 SPR RS07820 WP 000614552.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNESEA 477
NTDB id 257 KZH43 RS07655 WP 220041236.1 TEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELK.EKKVPDNLIKIEEEESNESEA 477
NTDB id 1147120 CKV83 RS00985 WP 018373097.1 KESSDTVPEGTVIATDPESGTSKRKHSSVKIIVSKGDRDFTLEDYVGQAYSDVVNALT.ERGVDESYIKLEEVENGDHQV 470
NTDB id 384 SMU RS02325 WP 002263039.1 KIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSDDYSG 477
NTDB id 467 HSISS4 RS06915 WP 021143821.1 EVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDDSAEE 478
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NTDB id 146 SP RS08570 WP 000614538.1 GTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESS........ESE 548
NTDB id 216 SPD RS08205 WP 000614552.1 GTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESS........ESE 548
NTDB id 182 SPR RS07820 WP 000614552.1 GTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESS........ESE 548
NTDB id 257 KZH43 RS07655 WP 220041236.1 GTVLKQSLPEGTTYDLSKAT.QIVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIEEEESS........ESE 548
NTDB id 1147120 CKV83 RS00985 WP 018373097.1 GTIIEQSLEAGTLYDLDKPK.RITFKVAKAQSTVMMPNLTGLTYKQAVNVLVGLGIKANQITTVPEAISA.......... 539
NTDB id 384 SMU RS02325 WP 002263039.1 GTVIGQSPKPGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEEAVSTLTAMGISSSRIKAY..DASDYSSEISSPSS 550
NTDB id 467 HSISS4 RS06915 WP 021143821.1 GEILSQSPGKNKSFNPKDSKAKIKFRVAT.PKIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAKLDKAKIPSS 557
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PSGLTYNQSIASGSSTLRSEPSFSTNRTKNNL IQIVGIKEANI EVHSVSEGSVSTTESASPESAASGDSATVDETSGMVV
NTDB id 146 SP RS08570 WP 000614538.1 PGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAEGMVV 628
NTDB id 216 SPD RS08205 WP 000614552.1 PGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVV 628
NTDB id 182 SPR RS07820 WP 000614552.1 PGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVV 628
NTDB id 257 KZH43 RS07655 WP 220041236.1 PGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVEGMVV 628
NTDB id 1147120 CKV83 RS00985 WP 018373097.1 TA.VVESQSIYAFTEIYPETVNIVLHFAAEESTSS.SSTNASSTRPTR................SSSSTEPSSDTDT... 598
NTDB id 384 SMU RS02325 WP 002263039.1 SSLVVGQSPYYGNTVSLSSNDDIILYVSTSG.GSH..SGSSSS.ESSN................SEGTTSSEASTDS... 607
NTDB id 467 HSISS4 RS06915 WP 021143821.1 TE.ILYQDPQ....AGTSVDGTVILYVSVAT.ASS..SLQSSS.SSTT................HSSST..SSSTDS... 607
consensus ************************!************!***!!*************************!***** *****



logo

EQSDSTPASTRSAASGTEETKDTVSDDTLENAKGSTEHRTVEKLIQS IYKPKTTSATP
NTDB id 146 SP RS08570 WP 000614538.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 EQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 1147120 CKV83 RS00985 WP 018373097.1 ...DAS..TDDDNAGE............... 609
NTDB id 384 SMU RS02325 WP 002263039.1 ...SSSATTT....SH............... 616
NTDB id 467 HSISS4 RS06915 WP 021143821.1 ...TTSSTETSTEATHTELQ........... 624
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