
logo MKKSKLWALLALAGVAALALGSTVLGAFVLAACGSSSKSSNASTKSGTTYNGYVYGNSTSDPDESTLNDYLITSNRTSGTPTSKDTSAIVTVTNLGVDGLFMENADQKYGNLVPASLVAEDWS
NTDB id 51125 SPAF RS03490 WP 014713037.1 MKKSKLALLAGVAAASTLFLAACGSSSNASKGTTYNYVYGTDPDSLNYLTSNRSTTSDITTNLVDGLFENDQYGNLVPALAEDWS 85
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSS.TSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAEDWS 84
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSN.TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWS 84
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSN.TSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWS 84
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logo VSQKDGLTYTYKLIRKDGAVIKWYDTSDEGNEEYADNVTAKDFVTSGLKYHVAADGKSKSADGAGI
LYLVQNDSVIKAGLDSDYVLNSGAKTTNKDFSTNVGVKAVIDEDHYTLQY

NTDB id 51125 SPAF RS03490 WP 014713037.1 VSKDGLTYTYKLRKDAKWYDSEGNEYADVTAKDFVTSLKYVADKKSDALYLVQNSVKGLDDYVNGKTKDFSTVGVKAVDDHTLQY 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 TLNKKQPESPFYWNSKLTTTYAGSTLMLMSFPVNEKDFLEKSNAKGKDFGSKSVTKDPNTGS I LYNGAPYF ILLKSFLTSAKSQS I ELETVKNPEENHYYWDKKNVHI
FDTAVIKFLTSYFYDG

NTDB id 51125 SPAF RS03490 WP 014713037.1 TLNQPESFWNSKLTTATMMPVNEKFLESAGKDFGS.VKPNGILYNGAYILKSFTSKSQIELEKNPEYYDKKNVHIDTVKLTYFDG 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 SDQEDYALAEVRNGFSTDGNALYNSLTFARLVYFPTSSTNYASTS IVEKKFYKDNI FVYYTPAQPDGSATSVTYSYAAIYGFVINLVINDRQNSYGKFHYSTKAKTKSTDAESQEKNTSNSTKTKALQLNKNDFRQSA
NTDB id 51125 SPAF RS03490 WP 014713037.1 SDQDYLARNFSDGNLSTARLFPTSSTYSTIEKKFKDNIVYTPQDSTVYYAYFNVNRQNYGHTKKTSDEQKNNTKTALQNKNFRQA 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

L
INFALIDRKTSAYSQASQMVINGKDGAASTKLGTALVRTNLLFVPPSTDFVQSADGGDKDTFGTDLVETEKLMASASTYGDEWKSGVSNLFTADAGSQDSGLHYNADEKAKATELFEAKAKAEDETAL

NTDB id 51125 SPAF RS03490 WP 014713037.1 LNFALDRTSYSAQVNGKDGASKTLRTLLVPPTFVQADGKDFGTLVEEKLAATGDEWKGVSFADAQDSLHNADKAKAELEKAKAEL 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 Q
S
A
Q
DGVQFP IHI

LDYLVPVNDQSSNKAILLNVQAQVADQSMLKSQSTI EAQKASLGKSDENVVIDI
V
Q
N
K
QLSTSDDAILDQENVATYLFNAQASNPAEAQAKEDFWDMIDSNGISTVAIGWAGPDFYQDPS

NTDB id 51125 SPAF RS03490 WP 014713037.1 QSQGVQFPIHIDYVVDQSSNALVQQADSMKSSIEAALGKDNVVIDVQKLSTDDADNATYFAQSPEQKDFDMD.ITGWGPDFQDPS 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 LFNKPTTDSGSSETNLTTKTAGFMGLYDPDKKPDNQNALAI
A
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VGLNKQDYKDEALLDNASANAASEKTLTSDTLNAVRYEDKRYAAQAQAWLTEEDNSAS ILVLIP I
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S
VGKNGGAVAPASVITS

NTDB id 51125 SPAF RS03490 WP 014713037.1 TYLDILNPTDGSTLT.GMGLDPKKDQALIEKIGLNQYKELLDAANAEKLDTNARYEKYAAAQAWLTENAIVLPIYS.KGGVPSIT 591
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TYLDIFKTTSSENTKTFMGYDD.PNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVIS 593
NTDB id 324 STU RS16140 WP 011226306.1 TYLDIFKTTSSENTKAFMGYDD.PNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAIS 593
NTDB id 292 STER RS06940 WP 011681419.1 TYLDIFKTTSSENTKAFMGYDD.PNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVIS 593
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logo

K
R
V
LTPFSTAGANSMSLAQI

VGI
DKGNESSSTNSDFYFIKYQVKVPQDEKTVVTTKAKDEYEKQASYRKENKWLKEKEKAESNKEKAQEKEDLAEKHVK

NTDB id 51125 SPAF RS03490 WP 014713037.1 KVTPFSAANSAIGIKGE.TSFFKYQKVQDKTVTTADYEKAYKNWLKEKEESNKKAQEELAKHVK 654
NTDB id 475 HSISS4 RS07005 WP 021143809.1 RLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 RLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 RLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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X non conserved

X similar

X ≥ 50% conserved


