
logo MIQVIGKLI FAGRYR I LVQKSQIGRGGMADVYLAHNKDL I LDNGEEVAI
VKVLRTNYQTDQPVIAVTARFQREARAMAEDLNSDHPNHIVAR 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 174468 A2G56 RS04970 WP 062709877.1 MIQIGKLFAGRYRILKSIGRGGMADVYLAHDLILDNEEVAIKVLRTNYQTDQIAVARFQREARAMAELSHPNIVAIRDIG 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 EEDGQQFYLVAMEYVNDAGAPSLDLKKRYTIQKDEHAYPLSNQAEDETVAI
VR IMKSGEQVI LSLAMQTRLAHQTKRGI IVHRDLKPQNVI LLTKPDGVTAKVTDFGIAVA

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 174468 A2G56 RS04970 WP 062709877.1 EEDGQQFLAMEYVNGPDLKKYIQDHAPLSNAETVRIMSEVLSAMQLAHQKGIVHRDLKPQNVLLTKDGVAKVTDFGIAVA 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
VQSDIYAMGIMI LFFYEMLTCGHIPFYDGDSAVTIALQHFQNKPLPS IVLI FAENKPRSNSVP

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 174468 A2G56 RS04970 WP 062709877.1 FAETSLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTCHIPFDGDSAVTIALQHFQKPLPSIIFENRNVP 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 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 216 SPD RS08205 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 182 SPR RS07820 WP 000614552.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 257 KZH43 RS07655 WP 220041236.1 QALENVIIKATAKKLTNRYRSVSEMYVDLSSSLSYNRRNESKLIFDETSKADTKTLPKVSQSTLTSIPKVQAQTEHKS.. 318
NTDB id 174468 A2G56 RS04970 WP 062709877.1 QALENVVIKATAKKLGDRYVSTTDMYQDLGTALDPRRSRERKLVFQDS..TDTKTLPKIEPAPVKETPKPVAASEPVKGA 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 .IKNPSQAVTEET.YQPQAPKKHRFKMRYLILLASLV..LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEI 394
NTDB id 216 SPD RS08205 WP 000614552.1 .IKNPSQAVTEET.YQPQAPKKHRFKMRYLILLASLV..LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEI 394
NTDB id 182 SPR RS07820 WP 000614552.1 .IKNPSQAVTEET.YQPQAPKKHRFKMRYLILLASLV..LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEI 394
NTDB id 257 KZH43 RS07655 WP 220041236.1 .IKNPSQAVTEET.YQPQAPKKHRFKMRYLILLASLV..LVAASLIWILSRTPATIAIPDVAGQTVAEAKATLKKANFEI 394
NTDB id 174468 A2G56 RS04970 WP 062709877.1 ATKETSKTVNSAPNHTTNKKSKRPLWQRLFRFFILIVVILAAGFAYFVMSSSNDSVVVPDVSGQTIKQAQSTLEEAGLTV 398
NTDB id 384 SMU RS02325 WP 002263039.1 KVDHKSKP...KTKPQPKPKKKRHFLARFFKIFFILVAIGIAVLTYLVLT.KPSTVSVPDVSGDKLSTAKMIIRKSGLKV 394
NTDB id 467 HSISS4 RS06915 WP 021143821.1 PAPSKQPR...KKTTPAKKKKKKNFFSTLLKVFLGLVFIGIIIFAYLVFT.NPDNVQVPNVVGQELSTAQTKIEGAGFKV 394
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NTDB id 146 SP RS08570 WP 000614538.1 GEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESN 473
NTDB id 216 SPD RS08205 WP 000614552.1 GEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESN 473
NTDB id 182 SPR RS07820 WP 000614552.1 GEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESN 473
NTDB id 257 KZH43 RS07655 WP 220041236.1 GEEKTEASEKVEEGRIIRTDPGAGTGRKEGTKINLVVSSGKQSFQISNYVGRKSSDVIAELKEK.KVPDNLIKIEEEESN 473
NTDB id 174468 A2G56 RS04970 WP 062709877.1 GSVARKESETVKEGRVISTSPKAGATKKEGSEIKLTVSKGTKRFDMTDYTRMTYRDAVKDLTENYGLSKKQIIKKEVSSD 478
NTDB id 384 SMU RS02325 WP 002263039.1 GDVQKIEDDNVGAGKVVRTNPSAGSKKREGSSVDIFVAS.AKGFKMEDYTGQDYKDAIDNLTNNYGVSRDSIVLKEVSSD 473
NTDB id 467 HSISS4 RS06915 WP 021143821.1 GEVKEVEDDSVDTGKVIKTDPTAGTTRKEGSSIDVYVSSGSKGFALKDYKGKNYKDAIEDLTSNFGVSEDQIDIQHVEDD 474
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NTDB id 146 SP RS08570 WP 000614538.1 ESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIE........EEES 544
NTDB id 216 SPD RS08205 WP 000614552.1 ESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIE........EEES 544
NTDB id 182 SPR RS07820 WP 000614552.1 ESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIE........EEES 544
NTDB id 257 KZH43 RS07655 WP 220041236.1 ESEAGTVLKQSLPEGTTYDLSKATQ.IVLTVAKKATTIQLGNYIGRNSTEVISELKQKKVPENLIKIE........EEES 544
NTDB id 174468 A2G56 RS04970 WP 062709877.1 EHKPGEIINQTPEAGESFDPSGNDK.ITFEVATS.ATVTVPALVGYSYADAKNTLLDLGFKSSQIQT..........DSD 546
NTDB id 384 SMU RS02325 WP 002263039.1 DYSGGTVIGQSPKPGKTYHPSSDKK.ITLKV....VKVTMPNLKNSTYEEAVSTLTAMGISSSRIKAY..DASDYSSEIS 546
NTDB id 467 HSISS4 RS06915 WP 021143821.1 SAEEGEILSQSPGKNKSFNPKDSKAKIKFRVATP.KIVTMPDVTGLTVSTAVQTLNRKNISSSSIEYHDYNTGAKLDKAK 553
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NTDB id 146 SP RS08570 WP 000614538.1 SESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSAE 624
NTDB id 216 SPD RS08205 WP 000614552.1 SESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVE 624
NTDB id 182 SPR RS07820 WP 000614552.1 SESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVE 624
NTDB id 257 KZH43 RS07655 WP 220041236.1 SESEPGTIMKQSPGAGTTYDVSKPTQIVLTVAKKVTSVAMPSYIGSSLEFTKNNLIQIVGIKEANIEVVEVTTAPAGSVE 624
NTDB id 174468 A2G56 RS04970 WP 062709877.1 RPSSSSTVYAQYPYAGTSIELSTGEGVTLYLTNPDSSASSSSSASSSGADTS..................MTSQPESSSS 608
NTDB id 384 SMU RS02325 WP 002263039.1 SPSSSSLVVGQSPYYGNTVSLSSNDDIILYVSTSGGSHSGSSSSESSNSEGT..................TSS...EAST 605
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NTDB id 146 SP RS08570 WP 000614538.1 GMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 216 SPD RS08205 WP 000614552.1 GMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 182 SPR RS07820 WP 000614552.1 GMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 257 KZH43 RS07655 WP 220041236.1 GMVVEQSPRAGEKVDLNKTRVKISIYKPKTTSATP 659
NTDB id 174468 A2G56 RS04970 WP 062709877.1 NSSSSSSH.SSTDTSEGNSQTESS.......SDSP 635
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NTDB id 467 HSISS4 RS06915 WP 021143821.1 DST....T.SSTETSTEATHTELQ........... 624
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