
logo MKKSKLWALLALAGVAALALGSTVLGAFVLAACGSSSKSSNASTKSGTTYNGYVYGNSTSDPDESTLNDYLITSNRTSGTPTSKDTSAIVTVTNLGVDGLFMENADQKYGNLVPASLV
NTDB id 41363 HMPREF0833 RS00700 WP 013903269.1 MKKSKLALLAGVAAASTLFLAACGSSSNASKGTTYNYVYGTDPDSLNYLTSNRSTTSDITTNLVDGLFENDQYGNLVPAL 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSS.TSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSV 79
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSN.TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSV 79
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSN.TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSV 79
consensus !!!!!***!!!!!** ***!!!!*!*!* **!!!!*!!!**!!**!*!*!!!***!****!!*!!!!*!*!*!!!!!!**

logo AEDWSVSQKDGLTYTYKLIRKDGAVIKWYDTSDEGNEEYADNVTAKDFVTSGLKYHVAADGKSKSADGAGI
LYLVQNDSVIKAGLDSDYVLNSGAKTTNKDFSTNVGV

NTDB id 41363 HMPREF0833 RS00700 WP 013903269.1 AEDWSVSKDGLTYTYKLRKDAKWYDSEGNEYADVTAKDFVTSLKYVADKKSDALYLVQNSVKGLDDYVNGKTKDFSTVGV 160
NTDB id 475 HSISS4 RS07005 WP 021143809.1 AEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGV 159
NTDB id 324 STU RS16140 WP 011226306.1 AEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGV 159
NTDB id 292 STER RS06940 WP 011681419.1 AEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGV 159
consensus !!!!!!!*!!!!!!!!*!!**!!!*!*!*!!! !!!!!!!!*!!**!!*!****!!!!*!**!!*!!**!**!!!!*!!!

logo KAVIDEDHYTLQYTLNKKQPESPFYWNSKLTTTYAGSTLMLMSFPVNEKDFLEKSNAKGKDFGSKSVTKDPNTGS I LYNGAPYF ILLKSFLTSAKSQS I ELETVKNPEENHYYWDK
NTDB id 41363 HMPREF0833 RS00700 WP 013903269.1 KAVDDHTLQYTLNQPESFWNSKLTTATMMPVNEKFLESAGKDFGS.VKPNGILYNGAYILKSFTSKSQIELEKNPEYYDK 239
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDK 239
NTDB id 324 STU RS16140 WP 011226306.1 KAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDK 239
NTDB id 292 STER RS06940 WP 011681419.1 KAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDK 239
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logo KNVHI
FDTAVIKFLTSYFYDGSDQEDYALAEVRNGFSTDGNALYNSLTFARLVYFPTSSTNYASTS IVEKKFYKDNI FVYYTPAQPDGSATSVTYSYAAIYGFVINLVINDRQNSYGKFHYSTKAKTK

NTDB id 41363 HMPREF0833 RS00700 WP 013903269.1 KNVHIDTVKLTYFDGSDQDYLARNFSDGNLSTARLFPTSSTYSTIEKKFKDNIVYTPQDSTVYYAYFNVNRQNYGHTKKT 319
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKK 319
NTDB id 324 STU RS16140 WP 011226306.1 KNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKK 319
NTDB id 292 STER RS06940 WP 011681419.1 KNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKK 319
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logo

S
TDAESQEKNTSNSTKTKALQLNKNDFRQSALINFALIDRKTSAYSQASQMVINGKDGAASTKLGTALVRTNLLFVPPSTDFVQSADGGDKDTFGTDLVETEKLMASASTYGDEWKSGVSN

NTDB id 41363 HMPREF0833 RS00700 WP 013903269.1 SDEQKNNTKTALQNKNFRQALNFALDRTSYSAQVNGKDGASKTLRTLLVPPTFVQADGKDFGTLVEEKLAATGDEWKGVS 399
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVN 399
NTDB id 324 STU RS16140 WP 011226306.1 TDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVN 399
NTDB id 292 STER RS06940 WP 011681419.1 TDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVN 399
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NTDB id 41363 HMPREF0833 RS00700 WP 013903269.1 FADAQDSLHNADKAKAELEKAKAELQSQGVQFPIHIDYVVDQSSNALVQQADSMKSSIEAALGKDNVVIDVQKLSTDDAD 479
NTDB id 475 HSISS4 RS07005 WP 021143809.1 FTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQ 479
NTDB id 324 STU RS16140 WP 011226306.1 FADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLE 479
NTDB id 292 STER RS06940 WP 011681419.1 LADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLE 479
consensus **!*!!*!*!!*!!!*!**!!!**!!**!!!!!!!*!**!*!!!***!*!**!*!**!!**!!**!!!!!***!!*!!**



logo NVATYLFNAQASNPAEAQAKEDFWDMIDSNGISTVAIGWAGPDFYQDPSTYLDI LFNKPTTDSGSSETNLTTKTAGFMGLYDPDKKPDNQNALAI
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NTDB id 41363 HMPREF0833 RS00700 WP 013903269.1 NATYFAQSPEQKDFDMD.ITGWGPDFQDPSTYLDILNPTDGSTLT.GMGLDPKKDQALIEKIGLNQYKELLDAANAEKLD 557
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDD.PNNAAAAQVGLKDYDALLDSAASETTD 558
NTDB id 324 STU RS16140 WP 011226306.1 NVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDD.PNNAAAAQVGLKDYDALLNSAASETSD 558
NTDB id 292 STER RS06940 WP 011681419.1 NATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDD.PNNAAAAQVGLKDYDALLNSAASETSD 558
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NTDB id 41363 HMPREF0833 RS00700 WP 013903269.1 TNARYEKYAAAQAWLTENAIVLPIYS.KGGVPSITKVTPFSAANSAIGIKGE.TSFFKYQKLQDKTVTTADYEKAYKNWL 635
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWL 637
NTDB id 324 STU RS16140 WP 011226306.1 LNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWL 638
NTDB id 292 STER RS06940 WP 011681419.1 LNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWL 638
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logo KEKEKAESNKEKAQEKEDLAEKHVK
NTDB id 41363 HMPREF0833 RS00700 WP 013903269.1 KEKEESNKKAQEELAKHVK 654
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 KEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 KEKKESNEKAQKDLEKHVK 657
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