
logo MNKKGSKVWLLAALTASGAVLALLGSAVGAVLAACSGSGKKSSNSSTGSGQTTYSGYVYNTSQSDPDESTLDYSI ITSNKTKGSPTSKETSAFVTVGTNAGI
VDGLLMEVADKYGNL IVPS

NTDB id 41408 HMPREF0833 RS08625 WP 013904539.1 MNKGKVLLATSALLLSAGVLAACSGGKSSSSGGQTYSYVYTQDPDTLDYSISNKKSTSEFTGNAIDGLLEVDKYGNLIPS 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSK..SSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPS 78
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSK..SNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPS 78
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSK..SNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPS 78
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VKWMYTSDEGEEYGADENVKTAKDFVTGLKHAADGKSKSAQGAGLIYLVQKDSVIKAGLDSDYVLSGAKTTNSKDFSTNVG
NTDB id 41408 HMPREF0833 RS08625 WP 013904539.1 LAKDWTVSKDGLTYTYKLRKGVKWMTSEGEEYGEVKAKDFVTGLKHAADKKSQAIYLVQKSVKGLDDYVSGKTSDFSTVG 160
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVG 158
NTDB id 324 STU RS16140 WP 011226306.1 VAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVG 158
NTDB id 292 STER RS06940 WP 011681419.1 VAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVG 158
consensus *!*!!*!!*!!!!!!!!*!!!*!!*!!*!!!!**!*!!!!!!!!!!!!!*!****!!!!*!**!!*!!*!!***!!!*!!

logo VKAIDEDYTVLQYTLSKKQPESPFYWNSKTTMYGS ILLMSFPVNEEDFLKSNKGDKDYFGQKGSTSDPSTS I LYCNGPYFL ILKS ILTSAKSSAI IELETVKNPENTHYWD
NTDB id 41408 HMPREF0833 RS08625 WP 013904539.1 VKAIDDYTVQYTLSQPESFWNSKTTMGILMPVNEEFLKSKGDDYGQGTSPSSILYCGPYLIKSITSKSSAILEKNPTYWD 240
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VKAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWD 238
NTDB id 324 STU RS16140 WP 011226306.1 VKAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWD 238
NTDB id 292 STER RS06940 WP 011681419.1 VKAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWD 238
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NTDB id 41408 HMPREF0833 RS08625 WP 013904539.1 ADNVKISKVKLTYYDGQDSESLIRGFDNGDYTVARVFPNGSNYKSVEKKHKDDIVFTDQGSSTYNLSFNIDRQAYEITKK 320
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KKNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAK 318
NTDB id 324 STU RS16140 WP 011226306.1 KKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAK 318
NTDB id 292 STER RS06940 WP 011681419.1 KKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAK 318
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NTDB id 41408 HMPREF0833 RS08625 WP 013904539.1 TTDAQKTSTKKAILNKDFRQAIMFAFNRKAYVAQTNGEAGANKVIRNTFTPPNFVQIDGQQFGDAVEKDLEAYGDEWKGV 400
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KTDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGV 398
NTDB id 324 STU RS16140 WP 011226306.1 KTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGV 398
NTDB id 292 STER RS06940 WP 011681419.1 KTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGV 398
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NTDB id 41408 HMPREF0833 RS08625 WP 013904539.1 SVADGKDTLYNPTKAKEEFAKAKADLQAQGVEFPIHLDLPTSSTYTEGIKQAQSFKQSVESTLGAENIVIDLNMISEDDL 480
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NFTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDI 478
NTDB id 324 STU RS16140 WP 011226306.1 NFADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDL 478
NTDB id 292 STER RS06940 WP 011681419.1 NLADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDL 478
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LDITFSKGTKTSGSENATNKSTAYFFMGFYDADGPTNDNAAAKAAQAVGFLDKEDYDQAL ILDENDSAQAKSENTST
NTDB id 41408 HMPREF0833 RS08625 WP 013904539.1 QRVTYFAESASQQDWDLNNNLGWGPDYTDPSSYIDITSGKSGENANSYFGFDAGTDNAAAKAAGFDEYDQLIEDAQKENT 560
NTDB id 475 HSISS4 RS07005 WP 021143809.1 QNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPN.NAAAAQVGLKDYDALLDSAASETT 557
NTDB id 324 STU RS16140 WP 011226306.1 ENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLNSAASETS 557
NTDB id 292 STER RS06940 WP 011681419.1 ENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPN.NAAAAQVGLKDYDALLNSAASETS 557
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NTDB id 41408 HMPREF0833 RS08625 WP 013904539.1 DVNKRYEKYAAAQAWLTDSALLIPIHS.DGASPVVRKTVPYSAAFAWTGHKGQS.FNYKYLEVQDKVVAAKDYDKAREQW 638
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKW 636
NTDB id 324 STU RS16140 WP 011226306.1 DLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKW 637
NTDB id 292 STER RS06940 WP 011681419.1 DLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKW 637
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NTDB id 41408 HMPREF0833 RS08625 WP 013904539.1 KKEKEKSNKKAQEELEKHVK 658
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 LKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 LKEKKESNEKAQKDLEKHVK 657
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