
logo MGAEVFLSVGRSGSGKTKTFL I ILNES IQRDEEKLRDRAEPFLGKP I I FLVPDQMTFLMEYELASKTPDLMGGMTIRAQVFYSFSRLAWRVLQHTG
NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 MGAVFLSGRSGSGKTTFILNEIREKLRDEPLGKPIIFLVPDQMTFLMEYELSKTPDLGGTIRAQVYSFSRLAWRVLQHTG 80
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTG 80
consensus !!! !! !!!!!!!! !*! ! * !! ! !!!!!!!!!!!!!!!!!!!! !!!!*!! !!!!!*!!!!!!!!!!!!!!

logo GMNSRPFLTGSTGI
VQMLLRKRL I EEHKGQEFKVYQKNASDKSGFTAEQVERMLTEFKRHYCLEQPEDS IRDRMAI EGSGTGTAKSEYERDGER I

VLSDE
NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 GMNRPFLTGTGIQMLLRRLIEEHKGEFKVYQNASDKSGFTEQVERMLTEFKRHCLQPESIRDMIEGTGKSEYEDERILSD 160
NTDB id 120 BSU 10620 NP 388943.2 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE 160
consensus !! !!!!! !!*!!!!!*!!!!!! !!!!!! !!!!!!!! !!!!!!!!!!!*!! !! !! ! ! !!! !!*!!*

logo KLHDLSYI LYQSKQLMEEKNSLAEDNQYLVHQSEDYLTLLAEHQIPLYADEDE IKRGNAAHI
VYVDGFHYQFTPQEFMNRVLEQLMVHAEEHITFSLTADKP

NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 KLHDLYILYSKLEENLENQYVQSEDYLTLLAEQIPYADEIRNAAVYVDGFHQFTPQEMNVLEQLMVHAEEITFSLTADKP 240
NTDB id 120 BSU 10620 NP 388943.2 KLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP 240
consensus !!!!! !!! *! ! !!**!!!!!!!!!!*!! !**!* !**!!!!!*!!!!!! !!!!!!!!!!*!!!!!!!!!!

logo

F
S
T
Y
A
E
N
R
E
SPHNDELEHLFRMTGKATYYDRLHYQKAKELGNLDI

P
S
T
E
Y
K
V
E
RLESEGTEKRHRTHKHTPELAQHLEARQYFYDEAERPAI

KPYAPEGKQQTEASLRTI
VMQAASNR

NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 FTANSPNDLHLFRMTGKAYYDLYQKAKELGLDPSEVRLEETKRHRHHPELQHLERYFDERPAKPYPGQTESLRIMQASNR 320
NTDB id 120 BSU 10620 NP 388943.2 SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANR 320
consensus !**!*!!!!!!! !! !*!!!!!! !!** ! ! !! **!!! !!! ** !!! !!* ! ! *!!! !!

logo RATE I
LEGIARE IHASL IVREQGKGRFYRLYKRDI

VAI
V
I
LARNQPVEDYKDMTI

VKEVFAKDCYE I
LPFYF IDGKAESML

QNHPL I EFL IRSSTLDI
V
I
LKGNWRY

NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 RTEIEGIAREIHSLIRQGRFRLRDIAVIARNVEDYKDTIKEVFKDCELPFFIDGKESMQNHPLIELIRSTLDIIKGNWRY 400
NTDB id 120 BSU 10620 NP 388943.2 RAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRY 400
consensus ! !*!!!!!!!! !*! *! *!*!**!!**!!!!! *!!!! !*!*!*!!!!! !! !!!!!! !!!*!!**!!!!!!

logo EAVFRCVKTELLFPELGNEQPKAEKRLVREQI
VDQLENYC IAYGIKGDRWTKSGKDPRFQVYRRFYAVSLDDEDFAKQTDKQE I EMTENMLNDELTKRDGW

NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 EAVFRCVKTELLFPEGQPKERLREQIDQLENYCIAYGIKGDRWTSKDPFVYRRYASLDEDFAKTDKEIETENMLNELKGW 480
NTDB id 120 BSU 10620 NP 388943.2 EAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDW 480
consensus !!!!!!!!!!!!!! !! **!!!*!!!!!!!!!!!!!!!!!! !*! !!!* !!!*!!! !! !!! !!!!!* * !

logo IVPP I
L
F
H
Q
RLQKRLMKKAEKTVQREKMAEALVYLRYLEEATDVPLMKLDEQERQRLRAEDEDSGR IAI EASQRQHEQQAVWDAVIQLLDEEFVEMMGDTDEER I

NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 IVPPIHRLQKRLKKAETVREMAEAVYLYLEEADVPMKLEQERRLAEESGRIAESRQHEQVWDAVIQLLDEFVEMMGTERI 560
NTDB id 120 BSU 10620 NP 388943.2 IVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEI 560
consensus !!!!** !!!!*!!! !! ! !!!*! !!!! !!!*!!*!!! !!* !!! ! !! ! !!!!!!!!*!!!!!!! * !



logo SFLADLFQQMIEATGALESLKTFASL IPPALDQVF IVGNMDLSRMYGTKSCTFLVI
LGAVNDGI

VLPARPADDEDNGVLSDDDREWLKRTI
NGAVEQLAS

NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 SFALFQQMIETGLESLKFALIPPALDQVFIGNMDLSRMYGTKCTFLIGVNDGILPARPADDGVLSDDDREWLKRNGAQLA 640
NTDB id 120 BSU 10620 NP 388943.2 SLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELS 640
consensus ! !!!!!!! ! !!! ! !!!!!!!!!!*!!!!!!!!!!! !!!**! !!!*!!!!! * !!!!!!!!!!!! ! !

logo

A
S
G
TGREQRLLDEHNFL IYMATFLSSPSDEKRLYVSYP IADASEGKTLLPSMTI

VVKRLENELFPDHGHEKEKRLML ITHNEPEQLVDSDEAEQLEMF
Y
L
VVNKGS

NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 ATGREQLLDENFLIYMTLSSPSEKLYVSYPIADSEGKTLLPSTVVKRLNELFPDGEEKMLIHEPEQLDDEAQLEFLVNKG 720
NTDB id 120 BSU 10620 NP 388943.2 SGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKS 720
consensus !!! !!!!*!!!!! !!!!**!!!!!!!!! !!!!!!!! *!!!! !!!!** !**! *!!!!* !! !! **!!!

logo

A
VALQSFHLTAGSQLGR I

LWTREQYADI SDVWWSTYNFVLMNSEPQDRI
L
F
QSKQKNI

L
F
LSSLFFRNEKVEKNQLENRHSVSRDQLYGEHR IQGSVSRMETFKNA

NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 AALSHLAGQLGIWTRQYAISDVWWSTYNFLMNEPDRIFSQNILSSLFFRNKVENLNRHVSRDLYGEHIQGSVSRMETFKA 800
NTDB id 120 BSU 10620 NP 388943.2 VAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNA 800
consensus ! !* ! !! *!!! ! !!!!!!!!!! !! !*!!* ! * !!!!!!! ! *! !*!!! !!!!*!!!!!!!!!!! !

logo CPFSHFASHGLHKLKERQFFKLEAPDIGQLFHSASLKL I SDRLHRELQKLDWRDLTKAEQCELTFLSSYDAVERLAPKLQKE I LLSSN
NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 CPFSHFASHGLKLKERQFFKLEAPDIGQLFHSALKLISDRLHELKLDWRDLTKAQCETLSSDAVERLAPKLQKEILLSSN 880
NTDB id 120 BSU 10620 NP 388943.2 CPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKEILLSSN 880
consensus !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!*! !!!!!!!!! !!! ! !!!!!!!!!!!!!!!!!!!

logo RHHYYVKEQKLQKI IVATRVSGI LSEHAKASGFAVP I
VGI

LELGFGGKGPLPPLMRTFQTLKNGCTMELVGR IDRVDKAESSKGLLLR IV
NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 RHHYVKQKLQKIIARVSGILSEHAKASGFAPVGIELGFGGKGPLPPMRFTLKNGCTMELVGRIDRVDKAESSKGLLLRIV 960
NTDB id 120 BSU 10620 NP 388943.2 RHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESSKGLLLRIV 960
consensus !!*!!! !!!!!* !!!!!!!!!!!!!!! !*!*!!!!!!!!!!!!* ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DYKSSDKGLDLAEVYYGLALQMLTYLDLS ITHSATDWLGMKRASTPAGVLYFHI
VHDPMIQASNSLVPLGLDE I EKQE I FKKFKMKGL

NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 DYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSTDWLGMKASPAGVLYFHVHDPMIQASVPLGLDEIEKEIFKKFKMKGL 1040
NTDB id 120 BSU 10620 NP 388943.2 DYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDEIEQEIFKKFKMKGL 1040
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!*!!!!!!!!*!!!!!! *!!!!!!!! !!!!!!!!!!!

logo LLGDQEAVVKRLMDTTLEQEQGRSNI
MINSAGLKKDGSLRSDSADAVI

V
A
GEEKDEFDHLVLRTKRHI

VRRTFQEKAGEEQITDGKRVS I EPYKLMKDNKRTP
NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 LLGDQEAVKLMDTTLEQGRSNMISAGLKKDGSLRSDSDVIAEEDFHVLRRHIRRTFQKAGEEITDGKVSIEPYKLKDRTP 1120
NTDB id 120 BSU 10620 NP 388943.2 LLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITDGRVSIEPYKMKNKTP 1120
consensus !!!!!! !*!!!!!! !!!!*! !!!!!!!!!!!!! **! *!**! *!*!!!!! !!! !!!!*!!!!!!!*! *!!



logo CTYCASFYKRSFVCQFDESLEENEYR I
PLKAPEKDKNTVI LERWI

LKKEADDEGTDNEGDHFS
NTDB id 271546 BL14DL4 RS18870 WP 003180427.1 CTYCSYRSFCQFDESLEENEYRILKPEKDNVILERLKKEDETDGDF 1166
NTDB id 120 BSU 10620 NP 388943.2 CTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS 1166
consensus !!!! **! !!!!!!!!!!!!!*!!*!!! !!! *!!! * *

X non conserved

X similar

X ≥ 50% conserved


