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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 MSKYVIPVKPDTMTWTDDQWKAIWAKGQDILVAAAAGSGKTAVLVERIIQKILNEEDPMDVDELLVVTFTNASAAEMRHR 80
NTDB id 119 BSU 10630 NP 388944.2 ....MNIPKPADSTWTDDQWNAIVSTGQDILVAAAAGSGKTAVLVERMIRKITAEENPIDVDRLLVVTFTNASAAEMKHR 76
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 IGQALEKAIDEDPHSHHLRKQLSLLNRASISTLHSFCLEVIRKYYYLIDIDPGFRIANETEGDLLRDEVLDDLFEEEYGK 160
NTDB id 119 BSU 10630 NP 388944.2 IAEALEKELVQRPGSLHIRRQLSLLNRASISTLHSFCLQVLKKYYYLIDLDPGFRIADQTEGELIGDEVLDELFEDEYAK 156
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 EDNDDFFRLVDTFTSDRSDGALQDMIRKLYDFSRSHPNPDEWLRGLETMYEIGEGSEIDELNFIQPLLTDIQLQLHGAKN 240
NTDB id 119 BSU 10630 NP 388944.2 GE.KAFFELVDRYTTDRHDLDLQFLVKQVYEYSRSHPNPEAWLESFVHLYDVSEKSAIEELPFYQYVKEDIAMVLNGAKE 235
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 LFQRAYELTRVPGGPGPRAENFLDDLALVESLEESRRESWSALYENIQTLAFTKLKPCRGADFNKEIVDEAKKLRDQGKK 320
NTDB id 119 BSU 10630 NP 388944.2 KLLRALELTKAPGGPAPRADNFLDDLAQIDELIQ.HQDDFSELYKRVPAVSFKRAKAVKGDEFDPALLDEATDLRNGAKK 314
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 ALEKLKEDFFSRRPQSFLDDMVKMKGVIHTLAEVVVEFGKRFKQVKEEKGLVDFADLEHFCLAILKDPA.SEELRPSEAA 399
NTDB id 119 BSU 10630 NP 388944.2 LLEKLKTDYFTRSPEQHLKSLAEMKPVIETLVQLVISYGKRFEAAKQEKSIIDFSDLEHYCLAILTAENDKGEREPSEAA 394
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 KQYKQKFKEVLVDEYQDTNMVQESILLLITEEDEAIGNRFMVGDVKQSIYRFRLAEPNLFLGKYTRFLPESGEAGLKIDL 479
NTDB id 119 BSU 10630 NP 388944.2 RFYQEQFHEVLVDEYQDTNLVQESILQLVTSGPEETGNLFMVGDVKQSIYRFRLAEPLLFLSKYKRFTESGEGTGRKIDL 474
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 SQNFRSRKEVLEGTNFLFKQIMGISVGEMEYNKEAELVKGAPYPEEEAFPIEVALIDQESGEDASKDEELSIFDEGDIEK 559
NTDB id 119 BSU 10630 NP 388944.2 NKNFRSRADILDSTNFLFKQLMGGKIGEVDYDEQAELKLGAAYPDNDETETELLLIDNAEDTDASEEA.......EELET 547
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 SVLEARFMANKVRMLIDGRTPIYDAKTKTERPIQYRDIVILLRSMPWAAEIMEEFKRQGIPIYANLSTGYFEATEVAIML 639
NTDB id 119 BSU 10630 NP 388944.2 VQFEAKAIAKEIRKLISSPFKVYDGKKKTHRNIQYRDIVILLRSMPWAPQIMEELRAQGIPVYANLTSGYFEAVEVAVAL 627
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 SLLKVIDNPYQDIPLASVLRSPVVGLDEQDLATVRIHSRSGSYYEAVKKFASEKPANPREEEAFEKIKVFLYHLQNWRTK 719
NTDB id 119 BSU 10630 NP 388944.2 SVLKVIDNPYQDIPLASVLRSPIVGADENELSLIRLENKKAPYYEAMKDYLA...AGDRSDELYQKLNTFYGHLQKWRAF 704
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 ARQGSVTELIWQLYRDTRFYDYVGGMAGGKQRQANLRALYDRARQYEETSFRGLFRFLRFIDRMRERGDDLGVARALSEQ 799
NTDB id 119 BSU 10630 NP 388944.2 SKNHSVSELIWEVYRDTKYMDYVGGMPGGKQRQANLRVLYDRARQYESTAFRGLFRFLRFIERMQERGDDLGTARALSEQ 784
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 EDVVRLMTIHSSKGLEFPVVFVAGTSKQFNLMDLNASYLLDKDFGLATKYTDPDKRISYPSLPQLAFKRKKRMESISEEM 879
NTDB id 119 BSU 10630 NP 388944.2 EDVVRLMTIHSSKGLEFPVVFVAGLGRNFNMMDLNKSYLLDKELGFGTKYIHPQLRISYPTLPLIAMKKKMRRELLSEEL 864
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 RVLYVALTRAKEKLYLVGTVKSLDKSIEKWRGALGQTEWLLSDYDRAQASSYLDWIGPALMRHPHCGHLGEGAASTDSGI 959
NTDB id 119 BSU 10630 NP 388944.2 RVLYVALTRAKEKLFLIGSCKDHQKQLAKWQASASQTDWLLPEFDRYQARTYLDFIGPALARHRDLGDLAGVPAH..... 939
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 NEEILLHPSCWKVTEIHKSELILEEDEEQSE.ELTWQEKVRKGLEVENSSEHKKGVLNRLSWKYPHLRATSLRSKQSVSE 1038
NTDB id 119 BSU 10630 NP 388944.2 .ADISGHPARFAVQMIHSYDLLDDDLEERMEEKSERLEAIRRGEPVPGSFAFDEKAREQLSWTYPHQEVTQIRTKQSVSE 1018
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 LKRMVEIRDEASSNEILR.RHQKPVYNRPKFMQSKELSPAEKGTAMHTVMQHIPFAGGVPAREDVEELLSGLVHKEILTE 1117
NTDB id 119 BSU 10630 NP 388944.2 IKRKREYEDEYSGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSH.VPSIEEAEQTVHRLYEKELLTE 1097
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 EQQKAVSIDHIVGFFHSELGQRMVHAKEIQREIPFSMSVPLSEISETGEEAPEETILVQGVIDCVFRDEEGLVLLDYKTD 1197
NTDB id 119 BSU 10630 NP 388944.2 EQKDAIDIEEIVQFFHTEIGGQLIGAKWKDREIPFSLALPAKEIYPDAHE.ADEPLLVQGIIDCLYETEDGLYLLDYKSD 1176
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NTDB id 79328 KH172YL63 RS05870 WP 173105224.1 GIHDRYKDGFTEARPILEERYKVQIEYYTRALESIWKEPVSEKYLYFFDGGHILTL 1253
NTDB id 119 BSU 10630 NP 388944.2 RIEGKFQHGFEGAAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL 1232
consensus !* ** *!! ! !!! !! !! !!*!*! ! ! *! * !!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


