
logo MKQKSKVWLALAGVTALLASGAVGAIVLAACSGSSKKSPKTNNSGTSSGTTFYNGYI
VYENSTSDPENSTLNDYLITSSNKTAGAPTTKDTSALVTVATNVGI

VDGLLMENADQKYGNLV
NTDB id 1117799 ELZ47 RS02115 WP 125332710.1 MKQSKVLALAGVTLLAAGILAACSGSKPKTNSGSSTTFNYIYETDPENLNYLTSSKAATTDLTANVIDGLLENDQYGNLV 80
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKS....STSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLV 76
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKS....NTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLV 76
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKS....NTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLV 76
consensus !!*!!*!!!!!!*!!**!*!!!!!*** *!*!!**!*!**!!!*!*!*!!****!*****!**!!!*!*!*!!!!!

logo PSMVAEEDWTSVSPQKDGKLTYTYKLIRKDGAVIKWYTSDEGEEYADNVTAEKDFVTGLKYHAADGNSKSAEGATGLIYLVQDSVIKAGLKSDYI
LSGAKTNI

KDFSEN
NTDB id 1117799 ELZ47 RS02115 WP 125332710.1 PSMAEEWTVSPDGKTYTYKLRKDAKWYTSEGEEYADVTAEDFVTGLKYAADNKSETIYLVQDSVKGLKDYISGK.IDFSE 159
NTDB id 475 HSISS4 RS07005 WP 021143809.1 PSVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSN 156
NTDB id 324 STU RS16140 WP 011226306.1 PSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSN 156
NTDB id 292 STER RS06940 WP 011681419.1 PSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSN 156
consensus !!*!!*!*!!*!!*!!!!!*!!**!!!!!*!!!!! !!!*!!!!!!!*!!!*!****!!!!!!**!!*!!*!!***!!!*

logo VGI
VKAVIDEDHYTVLEQYTLNKEKQPESPFYWNSKTTMYGS ILLSYFPVNKEDFLKNQKGDKKDFAGQKASTDPTSLI LYNGPFLLKSLTSAKSES IQEFLETVKNPEHNY

NTDB id 1117799 ELZ47 RS02115 WP 125332710.1 VGIKAVDDHTVEYTLNEPESFWNSKTTMGILYPVNKDFLKNQGDKFAQATDPTSLLYNGPFLLKSLTSKSEIQFEKNPNY 239
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VGVKAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENY 236
NTDB id 324 STU RS16140 WP 011226306.1 VGVKAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHY 236
NTDB id 292 STER RS06940 WP 011681419.1 VGVKAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHY 236
consensus !!*!!*!**!**!!!**!!**!!!!!!* *!*!!!*!!!!!*!**!***!!!!!*!!!!!!!!!!!!*!!*!***!!**!

logo WDKEKNVHVFDAVIKFLSFYYDGQSDQEGDKAPLAEVERQGFSTQDGALYSTNLTFARLVYFPTSASTNYESAKSVEKDKFYKDNI FVYYTPAQPDGASTFSLAVIGTVINLIDRQSYNKFHYST
NTDB id 1117799 ELZ47 RS02115 WP 125332710.1 WDKENVHVDAVKLSFYDGQDQGKPAEQFSQGALTTARLFPTSATYEKVEKDFKDNIVYTPQDASTFLVGTNIDRQSYNHT 319
NTDB id 475 HSISS4 RS07005 WP 021143809.1 WDKKNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFS 316
NTDB id 324 STU RS16140 WP 011226306.1 WDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYT 316
NTDB id 292 STER RS06940 WP 011681419.1 WDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYT 316
consensus !!!*!!!*!!*! !*!!!*!!******!**!!***!!**!!!**!**!!!**!!!!*!!***!!!***!*!*!!!!!***

logo AKTKSTEDATSQEKSTSTKKALLNKDFRQSALITNFAFINDRETKSAYAQSQMINGKDGAADTKLGLALVRNLYF IVPPSTDFVQSAGDKSTFGDLVKTEKVMVSTSYGDEWKS
NTDB id 1117799 ELZ47 RS02115 WP 125332710.1 AKTSETQKTSTKKALLNKDFRQALTFAFNRESYASQINGKDGADKLLRNLYIPPTFVQAGDKSFGDLVKEKVVTYGDEWK 399
NTDB id 475 HSISS4 RS07005 WP 021143809.1 AKKTDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWS 396
NTDB id 324 STU RS16140 WP 011226306.1 AKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWS 396
NTDB id 292 STER RS06940 WP 011681419.1 AKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWS 396
consensus !!*****!*!!!!!!!!!!!!!***!!**!**!*!!*!!!!!!****!!!**!**!!*!!!!*!!!!!*!!***!!!!!*
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NTDB id 1117799 ELZ47 RS02115 WP 125332710.1 DVDFSDGQDGFYNENKAKAEFEKAKEALKADGVEFPIHLDIPVDQTATSKVQRVQSLKQSIEKTLGTDNVVIDVHQLSKD 479
NTDB id 475 HSISS4 RS07005 WP 021143809.1 GVNFTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSD 476
NTDB id 324 STU RS16140 WP 011226306.1 GVNFADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSD 476
NTDB id 292 STER RS06940 WP 011681419.1 GVNLADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSD 476
consensus *!***! !!!*!!**!!!*!!*!!!**!*!!!!*!!!!!!*!!*!*****!** !!!!!*!!**!!**!!!!!**!!!*!
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NTDB id 1117799 ELZ47 RS02115 WP 125332710.1 EVTNITLFAPSAAEEDWDISDNVGWSPDYQDPSTYLDVIKP.GGENTKTFLGFDGTDNAAAKQVGLDEYTKLVEEAGAEK 558
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DIQNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASET 556
NTDB id 324 STU RS16140 WP 011226306.1 DLENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASET 556
NTDB id 292 STER RS06940 WP 011681419.1 DLENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASET 556
consensus ***!*!!*!**!!*!!!!!!**!*!*!!!!!!!!!!!**!****!!!! !*!*!***!!!!*!!!!**!**!***!**!*

logo
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T
SDLNAKVRYEDKRYAAQAQAWLTEDSASLLVIPVLTSVRGTNGARAPATVLITSKRVLVTPFSTAGPAFSAMLWQSVGADKANRSESASNADSYFYIKYMVKLPQDEEKTVVTTKKDEYNESQASQREK

NTDB id 1117799 ELZ47 RS02115 WP 125332710.1 MDLNKRYEKYAAAQAWLTDSALLIPVTSRTG.RPTLTKVVPFSAPFAWSGAKAREAASYKYMKLQDETVTTKDYNSAQEK 637
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREK 635
NTDB id 324 STU RS16140 WP 011226306.1 SDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREK 636
NTDB id 292 STER RS06940 WP 011681419.1 SDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREK 636
consensus *!!!*!!**!!*!!!!!*!!*!*!!*!***!**!******!!*******!*!*******!!*!*!***!!*!*!****!!

logo WNLKERKVKAESNKEKAQEKEDLAEDKHVK
NTDB id 1117799 ELZ47 RS02115 WP 125332710.1 WNKERVESNKKAQEELADHVK 658
NTDB id 475 HSISS4 RS07005 WP 021143809.1 WLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 WLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 WLKEKKESNEKAQKDLEKHVK 657
consensus !*!!***!!*!!!**!**!!!
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