
logo MKKSKLWALFALAGVTAVLALGSAVLGAFVLASACGSSSKSKSNSTSQSTGNTTYSGYVFYNSTSDPDESTLNDYLI LTSNRTSGTPTSKDTSAVTVTNLGVDGLFMENADQKYGNLVPASLVAEDWS
NTDB id 62900 N597 RS02125 WP 023022536.1 MKKSKLAFLAGVTVASALFLASCGSSSKSSQTNTYSYVFSTDPDSLNYLLSNRSTTSDVTTNLVDGLFENDQYGNLVPALAEDWS 85
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSST.SGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAEDWS 84
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNT.SGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWS 84
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNT.SGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWS 84
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logo VSQKDGLTYTYKLIRKDGAVIKWYDTSDEGNEEYADNVTAQKDFVTSGLKYHVAADGNSKSADGAGI
LYLVQNDSVIAGLDSDYVLTSGAKTNTKDFSKNVGVKAIDEDHYTLQY

NTDB id 62900 N597 RS02125 WP 023022536.1 VSKDGLTYTYKLRKDAKWYDSEGNEYADVTAQDFVTSLKYVADNKSDALYLVQNSVAGLDDYVTGKNTDFSKVGVKAIDDHTLQY 170
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTLQY 169
NTDB id 324 STU RS16140 WP 011226306.1 VSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTLQY 169
NTDB id 292 STER RS06940 WP 011681419.1 VSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTLQY 169
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logo TLAKKQPESPFYWNSKLTTTYGSTLMLMSFPVNEKDFLEKSNAKGKDFGSKSVTKDPSTGS I LYNGPYFYLLKSFLTSAKSLSMI EFLTVKNEHNYYWDKDKNVKHI
F
E
D
N
AIKFLTSYFYDG

NTDB id 62900 N597 RS02125 WP 023022536.1 TLAQPESFWNSKLTTSTMMPVNEKFLESAGKDFGS.VKPSGILYNGPYYLKSFTSKSLMEFTKNENYYDKDNVKIENIKLTYFDG 254
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYYDG 254
NTDB id 324 STU RS16140 WP 011226306.1 TLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDG 254
NTDB id 292 STER RS06940 WP 011681419.1 TLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDG 254
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logo SDQEDYALAEVRNGFSTDGNALYSTNLTFARLVYFPTSSTNFYASTS IVEKKFYKDNI FVYYSTPAQPDGATSVTYSYAVIYGFVINLVINDRQNSYGKFHYSTEAKTKTDADSQEKNTSQSTKTKALQLNKNDFRQSA
NTDB id 62900 N597 RS02125 WP 023022536.1 SDQDYLARNFSDGNLTTARLFPTSSTFSTIEKKFKDNIVYSPQDATVYYVYFNVNRQNYGHTEKTTDDQKNQTKTALQNKNFRQA 339
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFRQS 339
NTDB id 324 STU RS16140 WP 011226306.1 SDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFRQA 339
NTDB id 292 STER RS06940 WP 011681419.1 SDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFRQA 339
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logo INFALIDRKTSALYSQASQMSINGKDGAANTKLGTALVRTNLLFVPPSTDFVQSVANGNDKDTFGSDVLVETEKLMASASTYGDDEWKSDGVSNFLTADAGSQDSGMLFYNADEKAKATQEFAKAKDEETAL
NTDB id 62900 N597 RS02125 WP 023022536.1 INFALDRTSLSAQSNGKDGANKTLRTLLVPPTFVQVNNKDFGSVVEEKLAATGDDWKDVSLADAQDSMFNADKAKAQFAKAKEEL 424
NTDB id 475 HSISS4 RS07005 WP 021143809.1 INFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKETL 424
NTDB id 324 STU RS16140 WP 011226306.1 INFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDAL 424
NTDB id 292 STER RS06940 WP 011681419.1 INFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDAL 424
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logo QAQDGVQFP IHI
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NTDB id 62900 N597 RS02125 WP 023022536.1 QAQGVQFPIHIDYVVDQSSASIVQQADSMKDSIEKTLGKENVVVDVQKLSTEDADNATYFAQTPDQKDFDMDI.GGWGPDFQDPS 508
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPS 509
NTDB id 324 STU RS16140 WP 011226306.1 QADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPS 509
NTDB id 292 STER RS06940 WP 011681419.1 QADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPS 509
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logo TYLDI FNKPTVTDSGSSEANLTAKGTAMFGMI
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NTDB id 62900 N597 RS02125 WP 023022536.1 TYLDIFNPVDGSALAGMGINPATDQALIEKLGLNEYKQLLDNANAEQLDTNARYEKYAVAQAWLTDNAFALPVY.SKGAVPSITK 592
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISR 594
NTDB id 324 STU RS16140 WP 011226306.1 TYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISR 594
NTDB id 292 STER RS06940 WP 011681419.1 TYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISR 594
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NTDB id 62900 N597 RS02125 WP 023022536.1 IKPFTKAFSLIGIKDG.ASYYKYMELQSDTVTTADYDKAYKNWLKEKEESNKKAQEELAKHVK 654
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 LTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 LTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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X ≥ 50% conserved


