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NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 .MEGNNMAGNTDEIFLIGRPVVTIFHNPDSLFTIAKLKVRETNSGNEDKEIIVKGSFPQLNPEDDYKFTGKLVNHPTYGA 79
NTDB id 355 BSU 27480 NP 390625.1 MQQHPDQLKLEEEPYLKGTVNTVIYHNDTNLYTVLKVKVTETSEAIEDKAVSVTGYFPALQEEETYTFYGKIVTHPKFGL 80
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NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 QFDVHTFAKEMPATETGLVHYLSGDLFPGIGMKTAQTIVKKLGKDAIKKILDDPSVLGLVPKLSDEKKETIVSVLEQNMG 159
NTDB id 355 BSU 27480 NP 390625.1 QFQAEHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQG 160
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NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 LERTIIQLNEWGFGPQIAMRIYQKYREESVSLLTENPYRLIEEIEGVGFQRADELGKNLGITGNHPSRIKAAILHSMNQA 239
NTDB id 355 BSU 27480 NP 390625.1 LEQIMISLNQFGFGPQLSMKIYQAYESETLEKIQENPYQLVKDVEGIGFGKADELGSRMGLSGNHPERVKAAILYTLETT 240
consensus !! *! !! *!!!!!* !*!!! ! !** * !!!! !* **!!*!! *!!!!! *!**!!!! !*!!!!!***

logo

C
V
L
QSAEGHTVFYI

VEATEAQLVI
L
I
PDTVKQRSLLENMQSAQREVDGI

Q
P
R
F
I
TEM

SDAIASNQAI IAVLGVEENGKDKI
L
S
V
A
I EDEGRRCLYFIPSLFYFYASE I

Q
G
N
I
VAAKKRLVEKHR IAMGSNQT

NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 VQSAGHVFVEAEAVLPDVKRLLEMSQRVDIPF..SDISQAIIVLVEEGKLSAEERRLYIPSLYFSEIGIAAKLERIMGN. 316
NTDB id 355 BSU 27480 NP 390625.1 CLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQT 320
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NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 DTADQFPVSEIRKAVGEVEERLGVNYAETQVAAIETALHSPLMILTGGPGTGKTTVIRGFVEVYAELHGLSLDPKEYAKK 396
NTDB id 355 BSU 27480 NP 390625.1 EYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYK.K 399
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NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 KEPFPIVLAAPTGRAAKRMSESTGLPAMTIHRLLGFNGLEKEEET.EREIEGRLIIIDEMSMVDTWLAHQLLKALANDVQ 475
NTDB id 355 BSU 27480 NP 390625.1 DEAFPIVLAAPTGRAAKRMSESTGLPAVTIHRLLGWNGAEGFTHTEDQPIEGKLLIIDEASMLDIWLANHLFKAIPDHIQ 479
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NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 LLFVGDQDQLPPVGPGQVLRDMLDSGKVPVIELTEVFRQSEGSSIIEMAHMIKRSEWTDDITKKTSDRSFIKAGSDRILE 555
NTDB id 355 BSU 27480 NP 390625.1 IIIVGDEDQLPSVGPGQVLRDLLASQVIPTVRLTDIYRQAEGSSIVELAHQMKNGLLPNNLTAPTKDRSFIRCGGSQIKE 559
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NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 VVEQVVKNAITKGHPIKDIQVLAPMYRGPAGIDGLNKMIQEMVNPPGPKRKEVVFGEAIYRIGDKVLQLVNQPESNVFNG 635
NTDB id 355 BSU 27480 NP 390625.1 VVEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNG 639
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NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 DMGEVIAIIKAKETIDKKELLVVSYDGIEVTYERNDLNQLTLAYCCSIHKSQGSEFPIVIMPIVRGHRKMLRRNLLYTGI 715
NTDB id 355 BSU 27480 NP 390625.1 DIGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAI 719
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NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 TRAKNFLILCGEPEEFRAGIARTDELERQTTLKERLNGDVVEPEVVEVSEHVNAEVSKESNVGSFDSKPVIFTLTMETFL 795
NTDB id 355 BSU 27480 NP 390625.1 TRAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDA.........ELEA..............LQKELPFS 776
consensus !!!! !!!!!!!*! !* ! !!!*!! !! ! !** *********!* ************** *!

logo

S
V
H
IDAPLNIGMEKGI

VTPFYDEFLMEKEVESDQQ
NTDB id 1071352 GGGNBK RS13995 WP 255452128.1 SIDPLIGMKGVTPYEFLEVSD. 816
NTDB id 355 BSU 27480 NP 390625.1 VHDANIGMEGITPFDFMKEEQQ 798
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