
logo MKKSRKVWFLLAALAGVAVLLGSAVAGAVLVAACSSGKNSGNKEASNTKSPGVTTYAGYVFYNSSDPSESTLDYTIVTSGNNTVGSPTKQTSAVTVGTNVGI
VDGLLMENADQKYGNLV

NTDB id 1111454 ACN076 RS05140 WP 420789540.1 MKK.RVFLAAGVAVLSAAVLVACSSGNGNKEATKPVTYAYVFSSDPSTLDYTVSGNVSTKQVTGNVIDGLLENDQYGNLV 79
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKS....STSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLV 76
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKS....NTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLV 76
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKS....NTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLV 76
consensus !!!******!!!!*! ***!*!!!!** *!***!!*!!**!!!**!!!**!****!!****!**!!!*!*!*!!!!!

logo PSVAEDWTSVSQKDGLTYTYKIRQKGVIKWYTNSDEGEEYGADENVKTAQKDFVTGLKHAADGKSKSAQGAGI
LYLVQDS IKAGLDSDYVLNSGAKTTNTKDFSSN

NTDB id 1111454 ACN076 RS05140 WP 420789540.1 PSVAEDWTVSKDGLTYTYKIRQGIKWYTNEGEEYGEVKAQDFVTGLKHAADKKSQALYLVQDSIKGLDDYVNGKTTDFSS 159
NTDB id 475 HSISS4 RS07005 WP 021143809.1 PSVAEDWSVSQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSN 156
NTDB id 292 STER RS06940 WP 011681419.1 PSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSN 156
NTDB id 324 STU RS16140 WP 011226306.1 PSVAEDWSVSKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSN 156
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logo VGVKATIDEDYTVLVQYTLNKHKQPESPFYWNSKTTMYGSVLLASFPVNEDFLAKSNKGDKDFGKPSTDI
PTS I LYNGPYFLLKGSLTSAKSS I EMLTVKNQEHNY

NTDB id 1111454 ACN076 RS05140 WP 420789540.1 VGVKATDDYTVVYTLNHPESFWNSKTTMGVLAPVNEDFLASKGDDFGKPTDITSILYNGPYLLKGLTSKSSIEMTKNQNY 239
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VGVKAIDDYTLQYTLKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENY 236
NTDB id 292 STER RS06940 WP 011681419.1 VGVKAIDDYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHY 236
NTDB id 324 STU RS16140 WP 011226306.1 VGVKAIDEYTLQYTLKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHY 236
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logo WDKQKNVFHI
FDDAIKFLSFYFYDGQSDAQEDSALEGVRGFDTEDGHAYPSNALFAPRLVYFKPNTSASNYESARSLVKEEKKYKDNI FVYYGTQAQPRGGAGSVTFSYAI SGTVINLIDRVQNSYNKFHYST

NTDB id 1111454 ACN076 RS05140 WP 420789540.1 WDKQNVFIDDIKLSFFDGQDADSLGRGFDEGHYPAAPLFKNSANYERLKEKYKDNIVYGQQRGGVFYISTNIDRVNYNHT 319
NTDB id 475 HSISS4 RS07005 WP 021143809.1 WDKKNVHFDAIKLSYYDGSDQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFS 316
NTDB id 292 STER RS06940 WP 011681419.1 WDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYT 316
NTDB id 324 STU RS16140 WP 011226306.1 WDKKNVHFDAIKFSYYDGSDQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYT 316
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logo AKTKSTDATSEKSTSTKKALLNKDFRQSALIANFAVIDRTKAGYI
QSQMVI FNGDKEDVGGAAPTRLGKALVRTNSLFTVPPSTDFVQSVAGDQKTFGQDVLTVKTTEEKLMDSKSLYDGNDVEWKS

NTDB id 1111454 ACN076 RS05140 WP 420789540.1 AKTSDTEKTSTKKALLNKDFRQALAFAVDRKAGISQVFGDEVGPRKLRTSFTPPTFVQVGDQTFGQVTKTELDKLDNVWK 399
NTDB id 475 HSISS4 RS07005 WP 021143809.1 AKKTDAEKTSTKKALLNKDFRQSINFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWS 396
NTDB id 292 STER RS06940 WP 011681419.1 AKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWS 396
NTDB id 324 STU RS16140 WP 011226306.1 AKKTDSEKSSTKKALLNKDFRQAINFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWS 396
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NTDB id 1111454 ACN076 RS05140 WP 420789540.1 DVSLDDAQDSLHNVDKAKAKFEAAKKTLQADGVQFPIHLDLPISSSNPDFIRQVQSYKQSIEEALGSDNVVVDIQQVSDD 479
NTDB id 475 HSISS4 RS07005 WP 021143809.1 GVNFTDGQDGLYNAEKAKTEFAKAKETLQADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSD 476
NTDB id 292 STER RS06940 WP 011681419.1 GVNLADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSD 476
NTDB id 324 STU RS16140 WP 011226306.1 GVNFADSQDGLYNAEKAKTEFAKAKDALQADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSD 476
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NTDB id 1111454 ACN076 RS05140 WP 420789540.1 ELGSMTTLATSNANTDWDINAVSGWTPDFADPSTYLDVFDPTSGPSLLSALGVAPGTDNPVIKTVGLDKYKELIDDANSE 559
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DIQNATLNAANAAAEDWDISNGVIWGPDYQDPSTYLDIFKTTSSENTKTFMGYDD.PNNAAAAQVGLKDYDALLDSAASE 555
NTDB id 292 STER RS06940 WP 011681419.1 DLENATLNAANAAAEDWDISNSVGWAPDYQDPSTYLDIFKTTSSENTKAFMGYDD.PNNAAAAQVGLKDYDALLNSAASE 555
NTDB id 324 STU RS16140 WP 011226306.1 DLENVTLNAANAAAEDWDISNSVAWAPDYQDPSTYLDIFKTTSSENTKAFMGYDD.PNNAAAAQVGLKDYDALLNSAASE 555
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NTDB id 1111454 ACN076 RS05140 WP 420789540.1 KTDLQKRYSKYSKAQAWLSDSALVIPVYS.DGAQMLVTKMLPGSGAGGWVGDKTSEN.SYKYLKIQDKIVTTKEMDEFRK 637
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSRE 634
NTDB id 292 STER RS06940 WP 011681419.1 TSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSRE 635
NTDB id 324 STU RS16140 WP 011226306.1 TSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSRE 635
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NTDB id 1111454 ACN076 RS05140 WP 420789540.1 KFADEKAKSNADYQKNLDRHIQD 660
NTDB id 475 HSISS4 RS07005 WP 021143809.1 KWLKEKKASNEKAQKDLEKHVK. 656
NTDB id 292 STER RS06940 WP 011681419.1 KWLKEKKESNEKAQKDLEKHVK. 657
NTDB id 324 STU RS16140 WP 011226306.1 KWLKEKKESNEKAQKDLEKHVK. 657
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