
logo MQQHPDQLKLMEEEPFYLKGTVNTVIYHNDATNLYTVLKVKVTETSEAI EDKAVVSVTGYFPALQEEETYTFYGKI
TVTHPKFGL

NTDB id 1083014 ACK3B6 RS14100 WP 105953510.1 MQQHPDQLKMEEEPFLKGTVNTVIYHNDANLYTVLKVKVTETSEAIEDKVVSVTGYFPALQEEETYTFYGKTVTHPKFGL 80
NTDB id 355 BSU 27480 NP 390625.1 MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGL 80
consensus !!!!!!!!!*!!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!!

logo QFQAEHFKKE IPTTKEGI
V IQYLSSDLFEGIGKKTAEE IVKKLGDSAINKI LADASSVLYDVPRLSKKKADTLAGALQRHQG

NTDB id 1083014 ACK3B6 RS14100 WP 105953510.1 QFQAEHFKKEIPTTKEGVIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADSSVLYDVPRLSKKKADTLAGALQRHQG 160
NTDB id 355 BSU 27480 NP 390625.1 QFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQG 160
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!

logo LEQIMI SLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKRDVEGIGFGKADELGGSRMGLSGNHPER I
VKAAI LYTLETT

NTDB id 1083014 ACK3B6 RS14100 WP 105953510.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVRDVEGIGFGKADELGGRMGLSGNHPERIKAAILYTLETT 240
NTDB id 355 BSU 27480 NP 390625.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETT 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !!!!!!!!!!!*!!!!!!!!!!!

logo CLSEGHTYI ETEKQL I IDETQSTLLNQSAARDEGQRITEMDAANAI
MIALGENKDIV I EDEGRCYFPSLFFYAEQNVAKRVKHQIASQT

NTDB id 1083014 ACK3B6 RS14100 WP 105953510.1 CLSEGHTYIETKQLIIETQTLLNQSAADGQRITEMDAANAMIALGENKDIVIEDERCYFPSLFFAEQNVAKRVKQIASQT 320
NTDB id 355 BSU 27480 NP 390625.1 CLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQT 320
consensus !!!!!!!!!!! !!!!*!!*!!!!!! *!!!!!!!!!!!!*!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!!*!!!!!

logo EYDEDNQFPESEFLLALGELEERMDNVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGAVSLDPSADYKKD
NTDB id 1083014 ACK3B6 RS14100 WP 105953510.1 EYDDQFPESEFLLALGELEERMNVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGASLDPSDYKKD 400
NTDB id 355 BSU 27480 NP 390625.1 EYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKKD 400
consensus !!* !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!

logo EAFP IVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQP I EGKLL I IDEASMLDIWLANHLFKAIPDHIQI
NTDB id 1083014 ACK3B6 RS14100 WP 105953510.1 EAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 480
NTDB id 355 BSU 27480 NP 390625.1 EAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I IVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSS IVELAHEQMKNGLLPNNLTAPTKDRSF IRCGGSQIKEV
NTDB id 1083014 ACK3B6 RS14100 WP 105953510.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHEMKNGLLPNNLTAPTKDRSFIRCGGSQIKEV 560
NTDB id 355 BSU 27480 NP 390625.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKEV 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDI LNPPKEKRRE I
LKFGDVVFYRTGDKI LQLVNQPENNVFNGD

NTDB id 1083014 ACK3B6 RS14100 WP 105953510.1 VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRREIKFGDVVFRTGDKILQLVNQPENNVFNGD 640
NTDB id 355 BSU 27480 NP 390625.1 VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNGD 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo IGE ITS I FYAKENTEKEDMAVVSFDGNEMTFTKKDFNSQFTHAYCCS IHKSQGSEFP IVVLPVVKGYYRMLRRNLLYTAIT
NTDB id 1083014 ACK3B6 RS14100 WP 105953510.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFSQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 720
NTDB id 355 BSU 27480 NP 390625.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RAKKFL I LCGEEEALEWGVKNNDATVRQTSLKNRLSAVQAVAEEMDAELAEALQKELPFSVHDANIGMEGITPFDFMKEEQLQ
NTDB id 1083014 ACK3B6 RS14100 WP 105953510.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSAQAAEMDAELAALQKELPFSVHDANIGMEGITPFDFMKEEQL 798
NTDB id 355 BSU 27480 NP 390625.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDAELEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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