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NTDB id 234881 S101395 RS07930 WP 034326475.1 .........MEEASFLKGTVTAVIYHNETNLYTVLKVKVQETSESFDEKTVSVTGYFPAIFEDETYTFYGKTASHPKFGL 71
NTDB id 355 BSU 27480 NP 390625.1 MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGL 80
consensus **********!! **!!!!! !!!!!*!!!!!!!!!!! !!!! **! !!!!!!!!!* !*!!!!!!!! *!!!!!!

logo QFQADEHFKKE I
VPTTKEGI

V IQYLSSDLFEGIGKKTAEE IVKKLGDEGSAINKI LAGDASVLYDVPKRLSKKKADKTLAAGALLQQRHQG
NTDB id 234881 S101395 RS07930 WP 034326475.1 QFQADHFKKEVPTTKEGVIQYLSSDLFEGIGKKTAEEIVKKLGEGAINKILGDASVLYDVPKLSKKKADKLAALLQQHQG 151
NTDB id 355 BSU 27480 NP 390625.1 QFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQG 160
consensus !!!!*!!!!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!*!!!!!!!!!*!!!!!!! !!* !! !!!

logo LEQIMI SLNSEQFGFGPQLSMKIYQAVYESETLDEKIQRENPYQLVKDVEGIGFGIKADELGGSRMGI
LSGNRHAPER I

VKAAI LYTLVEATT
NTDB id 234881 S101395 RS07930 WP 034326475.1 LEQIMISLSEFGFGPQLSMKIYQVYESETLDKIRENPYQLVKDVEGIGFIKADELGGRMGISGRHAERIKAAILYTVEAT 231
NTDB id 355 BSU 27480 NP 390625.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETT 240
consensus !!!!!!!! !!!!!!!!!!!!! !!!!!!*!! !!!!!!!!!!!!!!! !!!!!! !!!*!! !*!!*!!!!!!!*! !

logo CLQSEGHTYI ETEKQL I IDETQKSLLNQSASDREGEQKR I
VTEMDAVADNAI IASLGENQKDI

L
F
VI EDDGRCYFYPSLFYYAEQNSFVAKRVKQHTIAESQT

NTDB id 234881 S101395 RS07930 WP 034326475.1 CLQEGHTYIETKQLIIETQKLLNQSSDE.EKVTEMDVADAIISLGEQKDLFIEDDRCYYPSLYYAEQSFAKRVQTIAEQT 310
NTDB id 355 BSU 27480 NP 390625.1 CLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQT 320
consensus !! !!!!!!!! !!!!*!! !!!!! !* **!!!! ! !!! !!!*!!* !!! !!!*!!!*!!!! !!!! *!! !!

logo EYDEDNQFPESEFLLALGELEERMDQVQYAPSQKEAIQKALMSSPMLLLTGGPGTGKTTVIRGIVELYGSELHGLVSLDNPASADYKKD
NTDB id 234881 S101395 RS07930 WP 034326475.1 EYDDQFPESEFLLALGELEERMQVQYAPSQKEAIQKALMSPMLLLTGGPGTGKTTVIRGIVELYSELHGLSLNPADYKKD 390
NTDB id 355 BSU 27480 NP 390625.1 EYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKKD 400
consensus !!* !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!*!! ! !!!!

logo EATFPFIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHDTEDNQP IDEGKRLL I IVDEATSMLDIWLANHQLFKAIPDNHR IQI
V

NTDB id 234881 S101395 RS07930 WP 034326475.1 ETFPFVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHDEDNPIDGRLLIVDETSMLDIWLANQLFKAIPNRIQV 470
NTDB id 355 BSU 27480 NP 390625.1 EAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 480
consensus ! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!*!*!!!*!! !!!!!!!!!*!!!!!! *!!*

logo I IMVGDEDQLPSVGPGQVLRDLLASNQLVIPSTVRLTDIYRQAEGSS IVELAHDQMKKNGLRLPENNLTAPTKDRSF IRCGRGQQSQIKEV
NTDB id 234881 S101395 RS07930 WP 034326475.1 IMVGDEDQLPSVGPGQVLRDLLASNLIPSVRLTDIYRQAEGSSIVELAHDMKKGRLPENLTAPTKDRSFIRCRQQQIKEV 550
NTDB id 355 BSU 27480 NP 390625.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKEV 560
consensus !*!!!!!!!!!!!!!!!!!!!!!!**!!*!!!!!!!!!!!!!!!!!!!! !! ! !! !!!!!!!!!!!!!! !!!!!



logo VEKVVAKNALKQKGYSTAKRDIQVLAPMYRGKPAGINELNAVLMLQDI LNPPKEPKGRRELKFYGDVVYRTGDKI
VLQLVNQPEHNHNVFNGD

NTDB id 234881 S101395 RS07930 WP 034326475.1 VEKVVKNALQKGYSARDIQVLAPMYRGPAGINELNALLQDILNPPKPKGRELKYGDVVYRTGDKVLQLVNQPEHHVFNGD 630
NTDB id 355 BSU 27480 NP 390625.1 VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNGD 640
consensus !!!!! !!! !!!*!*!!!!!!!!!!!*!!!!!!! *!!!!!!!!!*! !!!!*!!!!!!!!!!*!!!!!!!!**!!!!!

logo

I
MGE ITVS I FYAKENTEKEDMAVVSFDGNE I

MTFITKKDFNQFTHAYCCS IHKSQGSEFP IV I
VLPVVKGSYYRMLRRNLLYTAIT

NTDB id 234881 S101395 RS07930 WP 034326475.1 MGEIVSIFYAKENTEKEDMAVVSFDGNEITITKKDFNQFTHAYCCSIHKSQGSEFPIVILPVVKSYYRMLRRNLLYTAIT 710
NTDB id 355 BSU 27480 NP 390625.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 720
consensus *!!! !!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!!!!!!!!!!!!

logo RASKKFL I LCGEEEALEWGI
VKNNRDEASSTEVRQTSLKQNRRLHSQVAQVEHEEMDAEELELALQKELPFSVHYDANIGMEGITPFDFMEKEKEAQEQ

NTDB id 234881 S101395 RS07930 WP 034326475.1 RSKKFLILCGEEEALEWGIKNRESSERQTSLQRRLHQAVHEEDEELLALQKELPFSVYDANIGMEGITPFDFMEKEAE 788
NTDB id 355 BSU 27480 NP 390625.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDAELEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
consensus ! !!!!!!!!!!!!!!!!*!! * * !!!!! !!* !*! ! !! !!!!!!!!!!*!!!!!!!!!!!!!!! !

X non conserved

X similar

X ≥ 50% conserved


