
logo MQQHPDQLKLMEEEPFYLKGATVNTTVIYHNDTVNLYTVLKVKVTETSEAI EDKAVVSVTGYFPALQEEETYTFYGKI
T
A
VTHPKFGL

NTDB id 993470 AAHT65 RS20695 WP 343310755.1 MQQHPDQLKMEEEPFLKGAVTTVIYHNDVNLYTVLKVKVTETSEAIEDKVVSVTGYFPALQEEETYTFYGKTATHPKFGL 80
NTDB id 355 BSU 27480 NP 390625.1 MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGL 80
consensus !!!!!!!!!*!!!!*!!! ! !!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!

logo QFQAEHFKKE IPTTKEGI IQYLSSDLFEGIGKKTAEE IVKKRLGDSAI
LNKR I LADASSVLYDVPKRLSKKKADTLAGALQRHQG

NTDB id 993470 AAHT65 RS20695 WP 343310755.1 QFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKRLGDSALNRILADSSVLYDVPKLSKKKADTLAGALQRHQG 160
NTDB id 355 BSU 27480 NP 390625.1 QFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQG 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!*!*!!!! !!!!!!!*!!!!!!!!!!!!!!!!!!

logo LEQIMI SLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGVKADELGGSRMGI
LSGNHPER I

VKAAI LYSTI
LETT

NTDB id 993470 AAHT65 RS20695 WP 343310755.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFVKADELGGRMGISGNHPERIKAAILYSIETT 240
NTDB id 355 BSU 27480 NP 390625.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETT 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! !!!*!!!!!!!*!!!!!!**!!!

logo CLSEGHTYI ETEKQL I IDTQKSLLNQSARSEGQLR I
VTEMDAANAE I IALGENKADIMVI EDDGRCYFPSLFYYAEQNVAKRVKRHIASQT

NTDB id 993470 AAHT65 RS20695 WP 343310755.1 CLSEGHTYIETKQLIIDTQKLLNQS.SEGQLVTEMDAANEIIALGENKAIMIEDDRCYFPSLYYAEQNVAKRVRHIASQT 319
NTDB id 355 BSU 27480 NP 390625.1 CLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQT 320
consensus !!!!!!!!!!! !!!!!!! !!!!!* !!! *!!!!!!! !!!!!!!! !*!!! !!!!!!!*!!!!!!!!!!*!!!!!!

logo EYEDNQFPESEFLLALGDELEERMTDKVQYAAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGSELHGAVSLDPSADYKKD
NTDB id 993470 AAHT65 RS20695 WP 343310755.1 EYEDQFPESEFLLALGDLEERTKVQYAASQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYSELHGASLDPSDYKKD 399
NTDB id 355 BSU 27480 NP 390625.1 EYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKKD 400
consensus !!! !!!!!!!!!!!!*!!!! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!! !!!!

logo EAVFPFIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTDEDENQP I EGKLL I IDEASMLDIWLANHLFKAIPDHIQI
NTDB id 993470 AAHT65 RS20695 WP 343310755.1 EVFPFVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTDENPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 479
NTDB id 355 BSU 27480 NP 390625.1 EAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 480
consensus ! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!***!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I IVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSS IVELAHDQMKKNGLLPANNLTAPTKDRSF IRCGGSLSQIKEV
NTDB id 993470 AAHT65 RS20695 WP 343310755.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHDMKKGLLPANLTAPTKDRSFIRCGSLQIKEV 559
NTDB id 355 BSU 27480 NP 390625.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKEV 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!! !!!!!!!!!!!!!!! !!!!!



logo VEKVVATNALKKGYTAKRDIQVLAPMYRGKAGINELNVLMLQDGI LNPPKEKRRE I
LKFGDVVYRTGDKI LQLVNQPENNVFNGD

NTDB id 993470 AAHT65 RS20695 WP 343310755.1 VEKVVTNALKKGYTARDIQVLAPMYRGKAGINELNVLLQGILNPPKEKRREIKFGDVVYRTGDKILQLVNQPENNVFNGD 639
NTDB id 355 BSU 27480 NP 390625.1 VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNGD 640
consensus !!!!! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IGE ITS I FYAKENTEKEDMAVVSFDGNEMTFTKKDFGNQFTHAYCCS IHKSQGSEFP IVVLPVVKGYYRMLRRNLLYTAIT
NTDB id 993470 AAHT65 RS20695 WP 343310755.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFGQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 719
NTDB id 355 BSU 27480 NP 390625.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RAKKFL I LCGEEEALEWGVKNNDATVRQTSLKQNRRLSTLVQAVEEMDAEELEIALQKELPFSVHYDANIGMEGITPFDFMKEEHQQS
NTDB id 993470 AAHT65 RS20695 WP 343310755.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLQRRLTLQAEEMDEELIALQKELPFSVYDANIGMEGITPFDFMKEEHS 797
NTDB id 355 BSU 27480 NP 390625.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDAELEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!**! !!!! !! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!*
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X ≥ 50% conserved


