
logo MNQEQEHLPDVNQLPKSLQEPEERHPYI
L
K
SGTSVI

N
T
V
T
V
I
V
F
YHNDEETNLYNTVLTKR I

V
K
R
I
V
K
T
E
KTNSELAE I EDKAETVSVVTGYFPAKLNQEDEETVYTFYGDKFIKVETHPKFGL

NTDB id 263113 C0132 RS23405 WP 099331304.1 MNEELVNPSQPERHYISGTSIVTVFHNEENLYNVTRIRIKKTNLEIEDKETVVTGYFPKLNEDEVYTFYGDFKEHPKFGL 80
NTDB id 355 BSU 27480 NP 390625.1 MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGL 80
consensus !* ** ** *! !* !! **!!* !!! ! **** ! !!!! !!!!!! !*!*! !!!!! !!!!!!
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NTDB id 263113 C0132 RS23405 WP 099331304.1 QFHVEQFKKELPQSKQGVVQYLSSDLFHGIGKKTAENIVDALGERAIFRILQNESVLKEVPRLSADKAEALVTQLREHQG 160
NTDB id 355 BSU 27480 NP 390625.1 QFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQG 160
consensus !!* !*!!!!*! *! !**!!!!!!!!*!!!!!!!! !! !!* !! *!! !!! *!!!!! !!* ! ! !!!

logo LEEQI
VMI

V
K
SLNTDQFLGFGPQLSMKI FYQAYEKQSEATLE I

K
I
VQENNPYQLVEKDI

V
E
QGIGFGTKRADELGKSRLMGLMASGTNHPDERLVKRAAGI LYTVI

LEQTET
NTDB id 263113 C0132 RS23405 WP 099331304.1 LEEVMVKLTDLGFGPQLSMKIFQAYKQEALEIVQNNPYQLVEDIQGIGFTRADELGKRLGMATNHPDRLRAGILYVIEQE 240
NTDB id 355 BSU 27480 NP 390625.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETT 240
consensus !! *!* ! !!!!!!!!!!*!!! ! !! *! !!!!!! !* !!!! *!!!!! !*!* !!!*!**!*!!! *!
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NTDB id 263113 C0132 RS23405 WP 099331304.1 CNQMGHVYVTADQLYGKTAELLRKSRHE..NLSEMDLTREVDALKADKKLIIQDEKIYFPPLFYAEKGLVKAIQKIMAQT 318
NTDB id 355 BSU 27480 NP 390625.1 CLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQT 320
consensus ! !! !* *!! ! !! ! *!** **!!! * !! ! **! ! **!!!*!!!!! * ! * *! !!
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NTDB id 263113 C0132 RS23405 WP 099331304.1 QYEEQFPESEFLLALGELEERLDVQYAPSQRKGIQTALMSPMLLLTGGPGTGKTTVIKGIVELYAELHGCSLNPGDYKKD 398
NTDB id 355 BSU 27480 NP 390625.1 EYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKKD 400
consensus !! !!!!!!!!!!!!!!!!!*!!!!!!!!* *!! !! !!!!!!!!!!!!!!!!!!*!!!!!!*!!!!*!! ! !!!!
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NTDB id 263113 C0132 RS23405 WP 099331304.1 EAFPVLLVAPTGRAAKRMSEATGLPAVTIHRLLKWNGQEGFDHNEENPIDGKLLIVDEVSMVDLWLAHQLFKSLPANLQV 478
NTDB id 355 BSU 27480 NP 390625.1 EAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQI 480
consensus !!!!**! !!!!!!!!!!!! !!!!!!!!!!!! !!! !!! ! !**!!*!!!!!*!! !!*!*!!!**!!! *! **!*
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NTDB id 263113 C0132 RS23405 WP 099331304.1 ILVGDEDQLPSVGPGQVLKDLLSSEVVPTVRLTDVYRQAEGSSIIDLAHEIKKGKLPEDLSRQQGDRSFIRCQGQHITNV 558
NTDB id 355 BSU 27480 NP 390625.1 IIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKEV 560
consensus !*!!!!!!!!!!!!!!!!*!!! ! !*!!!!!!!*!!!!!!!!!**!!! *! ! !! !* * !!!!!!! ! *! !
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NTDB id 263113 C0132 RS23405 WP 099331304.1 VQQVCGNALKKGYTAKDIQVLAPMYKGPAGIDKLNEVLQELFNPVSEQRRELKHGDITYRVGDKVLQLVNQPDSNVFNGD 638
NTDB id 355 BSU 27480 NP 390625.1 VEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNGD 640
consensus ! !**!!!!!!!!!!!!!!!!!!!*!*!!! !! *!!** !!* ! !!!!!*!!* !! !!!*!!!!!!!* !!!!!!
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NTDB id 263113 C0132 RS23405 WP 099331304.1 MGEIVSVFFAKENTEKQDMLVISYEGNEVTYTKQDFNQITHAYCCSIHKSQGSEFPIVVLPIVKSYYRMLRRNLLYTAVT 718
NTDB id 355 BSU 27480 NP 390625.1 IGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAIT 720
consensus *!!! !*!*!!!!!!! !! !*!**!!!*!*!! !!!! !!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!!!*!
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NTDB id 263113 C0132 RS23405 WP 099331304.1 RSKQFLILCGEDEAFQLGVSRNEDSIRQTNLQPLLRESL...DNDI..EDPEIPF.MKDANIGMENVTPYDFM..... 785
NTDB id 355 BSU 27480 NP 390625.1 RAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDAELEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
consensus ! ! !!!!!!!*!! !! !* **!!! ! * ! ****! **** *!*!!***!!!!!!! *!!*!!!*****
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