
logo MQQHPDQLKLMEEEPFYLKGTVNTVIYHNDATNLYTVLKVKVTETSEAI EDKAVVSVTGYFPALQEEETYTFYGKI
TVTHPKFGL

NTDB id 1090328 ABFT42 RS13720 WP 413286439.1 MQQHPDQLKMEEEPFLKGTVNTVIYHNDANLYTVLKVKVTETSEAIEDKVVSVTGYFPALQEEETYTFYGKTVTHPKFGL 80
NTDB id 355 BSU 27480 NP 390625.1 MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGL 80
consensus !!!!!!!!!*!!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!!

logo QFQAEHFKKE IPTTKEGI
V IQYLSSDLFEGIGKKTAEE IVKKLGDRSAINKI LADASSVLYDVPRLSKKKADTLAGALQRHQG

NTDB id 1090328 ABFT42 RS13720 WP 413286439.1 QFQAEHFKKEIPTTKEGVIQYLSSDLFEGIGKKTAEEIVKKLGDRAINKILADSSVLYDVPRLSKKKADTLAGALQRHQG 160
NTDB id 355 BSU 27480 NP 390625.1 QFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQG 160
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!

logo LEQIMI SLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKRDVEGIGFGKADELGGSRMGLSGNHPERVKAAI LYTLETT
NTDB id 1090328 ABFT42 RS13720 WP 413286439.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVRDVEGIGFGKADELGGRMGLSGNHPERVKAAILYTLETT 240
NTDB id 355 BSU 27480 NP 390625.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETT 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!

logo CLSEGHTYI ETEKQL I IDETQSTLLNQSAAREGQR IATEMDAANAI IALGENKDIV I EDEGRCYFPSLFFYAEQNVAKRVKRHQIASQT
NTDB id 1090328 ABFT42 RS13720 WP 413286439.1 CLSEGHTYIETKQLIIETQTLLNQSAAEGQRIAEMDAANAIIALGENKDIVIEDERCYFPSLFFAEQNVAKRVRQIASQT 320
NTDB id 355 BSU 27480 NP 390625.1 CLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQT 320
consensus !!!!!!!!!!! !!!!*!!*!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!**!!!!!

logo EYDEDNQFPESEFLLMALGELEERMDNVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSADYKKD
NTDB id 1090328 ABFT42 RS13720 WP 413286439.1 EYDDQFPESEFLMALGELEERMNVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSDYKKD 400
NTDB id 355 BSU 27480 NP 390625.1 EYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKKD 400
consensus !!* !!!!!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!

logo EAFP IVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQP I EGKLL I IDEASMLDIWLANHLFKAIPDHIQI
NTDB id 1090328 ABFT42 RS13720 WP 413286439.1 EAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 480
NTDB id 355 BSU 27480 NP 390625.1 EAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I IVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSS IVELAHEQMKNGLLPNNLTAPTKDRSF IRCGGSQIKEV
NTDB id 1090328 ABFT42 RS13720 WP 413286439.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHEMKNGLLPNNLTAPTKDRSFIRCGGSQIKEV 560
NTDB id 355 BSU 27480 NP 390625.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKEV 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDI LNPPKEKRRE I
LKFGDVVYRTGDKI LQLVNQPENNVFNGD

NTDB id 1090328 ABFT42 RS13720 WP 413286439.1 VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRREIKFGDVVYRTGDKILQLVNQPENNVFNGD 640
NTDB id 355 BSU 27480 NP 390625.1 VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNGD 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IGE ITS I FYAKENTEKEDMAVVSFDGNEMTFTKKDFNSQFTHAYCCS IHKSQGSEFP IVVLPVVKGYYRMLRRNLLYTAIT
NTDB id 1090328 ABFT42 RS13720 WP 413286439.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFSQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 720
NTDB id 355 BSU 27480 NP 390625.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RAKKFL I LCGEEEALEWGVKNNDATVRQTSLKNRLSAVQAVAEEMDAELAEALQKELPFSVHDANIGMEGITPFDFMKEEQLQ
NTDB id 1090328 ABFT42 RS13720 WP 413286439.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSAQAAEMDAELAALQKELPFSVHDANIGMEGITPFDFMKEEQL 798
NTDB id 355 BSU 27480 NP 390625.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDAELEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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