
logo MGAEVFLSVGRSGSGKTKTFL I ILNES IQRDEEKLRDRAEPFLGKP I I FLVPDQMTFLMEYELASKTPDLMGGMTIRAQVFYSFSRLAWRVLQHTGGMNSRP
NTDB id 23700 BLI RS05740 WP 009328899.1 MGAVFLSGRSGSGKTTFILNEIREKLRDEPLGKPIIFLVPDQMTFLMEYELSKTPDLGGTIRAQVYSFSRLAWRVLQHTGGMNRP 85
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTGGMSRP 85
consensus !!! !! !!!!!!!! !*! ! * !! ! !!!!!!!!!!!!!!!!!!!! !!!!*!! !!!!!*!!!!!!!!!!!!!!!! !!

logo FLTGSTGI
VQMLLRKRL I EEHKGQEFKVYQKNASDKSGFTAEQVERMLTEFKRHYCLEPPEQDS IRDRMAMEGSGTGTAKSEYERDGER I

VLSDEKLHDLSYI LYQS
NTDB id 23700 BLI RS05740 WP 009328899.1 FLTGTGIQMLLRRLIEEHKGEFKVYQNASDKSGFTEQVERMLTEFKRHCLPPQSIRDMMEGTGKSEYEDERILSDKLHDLYILYS 170
NTDB id 120 BSU 10620 NP 388943.2 FLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSEKLHDLSILYQ 170
consensus !!! !!*!!!!!*!!!!!! !!!!!! !!!!!!!! !!!!!!!!!!!*!!*! !! ! ! !!! !!*!!*!!!!! !!!

logo

K
Q
L
MEEKNSLAEDNQYLVHQSEDYLTLLAEHQIPLYAEDE IKRGNAAHI

VYVDGFHYQFTPQEFMRSVLEQLMVHAEEHITFSLTADKPFSTYAENRESPHNDELEHLFRMT
NTDB id 23700 BLI RS05740 WP 009328899.1 KLEENLENQYVQSEDYLTLLAEQIPYAEEIRNAAVYVDGFHQFTPQEMSVLEQLMVHAEEITFSLTADKPFTANSPNDLHLFRMT 255
NTDB id 120 BSU 10620 NP 388943.2 QMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKPSYEREPHELELFRMT 255
consensus *! ! !!**!!!!!!!!!!*!! !!*!* !**!!!!!*!!!!!! !!!!!!!!!!*!!!!!!!!!! !**!*!!!!!

logo GKATYYDRLHYQKAKELGNLDI
P
S
T
E
Y
K
V
E
RLESEGTEKRHRTHKHTPELAQHLEARQYFYDEAERPAI

KPYAPEGKQQTEASLRTI
VMQAASNRRATE I

LEGIARE IHASL IVREQGKGRFY
NTDB id 23700 BLI RS05740 WP 009328899.1 GKAYYDLYQKAKELGLDPSEVRLEETKRHRHHPELQHLERYFDERPAKPYPGQTESLRIMQASNRRTEIEGIAREIHSLIRQGRF 340
NTDB id 120 BSU 10620 NP 388943.2 GKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANRRAELEGIAREIHALVREKGY 340
consensus !! !! !*!!!!!! !!** ! ! !! **!!! !!! ** !!! !!* ! ! *!!! !!! !*!!!!!!!! !*! *

logo RLYKRDI
VAI

V
I
LARNQPVEDYKDMTI

VKEVFAKDCYE I
LPFYF IDGKAESML

QNHPL I EFL IRSSTLDI
V
I
LKGNWRYEAVFRCVKTELLFPELGNEQPKAEKRLVREQ

NTDB id 23700 BLI RS05740 WP 009328899.1 RLRDIAVIARNVEDYKDTIKEVFKDCELPFFIDGKESMQNHPLIELIRSTLDIIKGNWRYEAVFRCVKTELLFPEGQPKERLREQ 425
NTDB id 120 BSU 10620 NP 388943.2 RYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRYEAVFRCVKTELLFPLNEPKAKVREQ 425
consensus ! *!*!**!!**!!!!! *!!!! !*!*!*!!!!! !! !!!!!! !!!*!!**!!!!!!!!!!!!!!!!!!!! !! **!!!

logo

I
VDQLENYC IAYGIKGDRWTKSGKDPRFQVYRRFYAVSLDDEDFAKQTDKQE I EMTENMLNDELTKRDGWIVPP I

L
F
H
Q
RLQKRLMKKAEKTVQREKMAEALVYLRYLE

NTDB id 23700 BLI RS05740 WP 009328899.1 IDQLENYCIAYGIKGDRWTSKDPFVYRRYASLDEDFAKTDKEIETENMLNELKGWIVPPIHRLQKRLKKAETVREMAEAVYLYLE 510
NTDB id 120 BSU 10620 NP 388943.2 VDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDWIVPPLFQLQKRMKKAKTVQEKAEALYRYLE 510
consensus *!!!!!!!!!!!!!!!!!! !*! !!!* !!!*!!! !! !!! !!!!!* * !!!!!** !!!!*!!! !! ! !!!*! !!!

logo EATDVPLMKLDEQERQRLRAEDEDGGR IAI EASQRQHEQQAVWDAVIQLLDEEFVEMMGDTDEER I SFLADLFQQMIEATGALESLKTFASL IPPALDQVF IVGNMDL
NTDB id 23700 BLI RS05740 WP 009328899.1 EADVPMKLEQERRLAEEGGRIAESRQHEQVWDAVIQLLDEFVEMMGTERISFALFQQMIETGLESLKFALIPPALDQVFIGNMDL 595
NTDB id 120 BSU 10620 NP 388943.2 ETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDL 595
consensus ! !!!*!!*!!! !!* !!! ! !! ! !!!!!!!!*!!!!!!! * !! !!!!!!! ! !!! ! !!!!!!!!!!*!!!!!



logo SRMYGTKSCTFLVI
LGAVNDGI

VLPARPADDEDNGVLSDDEDREWLKRTI
NGAVEQLASASGTGREQRLLDEHNFL IYMATFLSSPSDEKRLYVSYP IADASEGKTLL

NTDB id 23700 BLI RS05740 WP 009328899.1 SRMYGTKCTFLIGVNDGILPARPADDGVLSDEDREWLKRNGAQLAATGREQLLDENFLIYMTLSSPSEKLYVSYPIADSEGKTLL 680
NTDB id 120 BSU 10620 NP 388943.2 SRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELSSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLL 680
consensus !!!!!! !!!**! !!!*!!!!! * !!!!!*!!!!!! ! ! !!! !!!!*!!!!! !!!!**!!!!!!!!! !!!!!!

logo PSMTI
VVKRLENELFPDHHSEKEKRLML ITHNEPEQLVDSDEAEQLEMF

Y
L
VVNKGS IVALQSFHLTAGSQLGR I

LWTREQYADI SDVWWSTYNFVLMNSEPQDRI
L
F
QSKQKNI

L
F
LSS

NTDB id 23700 BLI RS05740 WP 009328899.1 PSTVVKRLNELFPDSEEKMLIHEPEQLDDEAQLEFLVNKGIALSHLAGQLGIWTRQYAISDVWWSTYNFLMNEPDRIFSQNILSS 765
NTDB id 120 BSU 10620 NP 388943.2 PSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKSVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSS 765
consensus !! *!!!! !!!!** !**! *!!!!* !! !! **!!! *! !* ! !! *!!! ! !!!!!!!!!! !! !*!!* ! * !!

logo LFFRNEKVEKNQLENRHSVSRDQLYGEHR IQGSVSRMETFKNACPFSHFASHGLHKLKERQFFKLEAPDIGQLFHSASLKL I SDRLHRELQKLDWRD
NTDB id 23700 BLI RS05740 WP 009328899.1 LFFRNKVENLNRHVSRDLYGEHIQGSVSRMETFKACPFSHFASHGLKLKERQFFKLEAPDIGQLFHSALKLISDRLHELKLDWRD 850
NTDB id 120 BSU 10620 NP 388943.2 LFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRD 850
consensus !!!!! ! *! !*!!! !!!!*!!!!!!!!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!*! !!!!!!

logo LTKAEQCELTFLSSYDAVERLAPKLQKE I LLSSNRHHYYVKEQKLQKI IVATRVSGI LSEHAKASGFAVP I
VGI

LELGFGGKGPLPPLMRTFQTLKNGC
NTDB id 23700 BLI RS05740 WP 009328899.1 LTKAQCETLSSDAVERLAPKLQKEILLSSNRHHYVKQKLQKIIARVSGILSEHAKASGFAPVGIELGFGGKGPLPPMRFTLKNGC 935
NTDB id 120 BSU 10620 NP 388943.2 LTKEQCELFSYDAVERLAPKLQKEILLSSNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGC 935
consensus !!! !!! ! !!!!!!!!!!!!!!!!!!!!!*!!! !!!!!* !!!!!!!!!!!!!!! !*!*!!!!!!!!!!!!* ! !!!!!

logo TMELVGR IDRVDKAESSKGLLLR IVDYKSSDKGLDLAEVYYGLALQMLTYLDLS ITHSATDWLGMKRASTPAGVLYFHI
VHDPMIQASNSLV

NTDB id 23700 BLI RS05740 WP 009328899.1 TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSTDWLGMKASPAGVLYFHVHDPMIQASV 1020
NTDB id 120 BSU 10620 NP 388943.2 TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNL 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!*!!!!!!!!*!!!!!! *

logo PLGLDE I EKQE I FKKFKMKGLLLGDQEAVVKRLMDTTLEQEQGRSNI INSAGLKKDGSLRSDSADAVVAGEEKDEFDHLVLRTKRHI
VRRTFQEQAGEEQITD

NTDB id 23700 BLI RS05740 WP 009328899.1 PLGLDEIEKEIFKKFKMKGLLLGDQEAVKLMDTTLEQGRSNIISAGLKKDGSLRSDSDVVAEEDFHVLRRHIRRTFQQAGEEITD 1105
NTDB id 120 BSU 10620 NP 388943.2 PLGLDEIEQEIFKKFKMKGLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITD 1105
consensus !!!!!!!! !!!!!!!!!!!!!!!!! !*!!!!!! !!!!!! !!!!!!!!!!!!! !*! *!**! *!*!!!!! !!! !!!

logo GKRVS I EPYKLMKDNKRTPCTYCASFYKRSFVCQFDESLEENEYR I
PLKAPEKDKSTVI LERWI

LKKEADDEAGDNEGDHFS
NTDB id 23700 BLI RS05740 WP 009328899.1 GKVSIEPYKLKDRTPCTYCSYRSFCQFDESLEENEYRILKPEKDSVILERLKKEDEADGDF 1166
NTDB id 120 BSU 10620 NP 388943.2 GRVSIEPYKMKNKTPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
consensus !*!!!!!!!*! *!!!!!! **! !!!!!!!!!!!!!*!!*!!! !!! *!!! ** *



X non conserved

X similar

X ≥ 50% conserved


