
logo MGAEVFLSVGRSGSGKTKTFL I ILNES IQRDEEKLRHRAEPFLGKP I I FLVPDQMTFLMEYELASKTHPDLMGGMTIRAQVFYSFSRLAWR I
VLQHTGGAMNSRP

NTDB id 420437 M654 RS07635 WP 026586328.1 MGAVFLSGRSGSGKTTFILNEIREKLRHEPLGKPIIFLVPDQMTFLMEYELSKTHDLGGTIRAQVYSFSRLAWRILQHTGGANRP 85
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTGGMSRP 85
consensus !!! !! !!!!!!!! !*! ! * !!* ! !!!!!!!!!!!!!!!!!!!! !! !*!! !!!!!*!!!!!!!!*!!!!!! !!

logo FLTGSTGI
VQMLLRKL I EEHKEQEFKVYQKNASDKSGFTAEQVERMLTEFKRHYCLETPEDTIRGRMAMEQGSGSGTAVSEYERDGER I

VLASDEKLHDLSYI LYQS
NTDB id 420437 M654 RS07635 WP 026586328.1 FLTGTGIQMLLRKLIEEHKEEFKVYQNASDKSGFTEQVERMLTEFKRHCLTPETIRGMMQGSGVSEYEDERILADKLHDLYILYS 170
NTDB id 120 BSU 10620 NP 388943.2 FLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSEKLHDLSILYQ 170
consensus !!! !!*!!!!!!!!!!!! !!!!!! !!!!!!!! !!!!!!!!!!!*!! !! !! ! !!! !!*! *!!!!! !!!

logo

K
Q
L
MEEKHSLAEDNQRYLVHQSEDYLTLLAEHQIPLYAEDE IKGNAHS IVYVDGFHYQFTPQEFMERVLEQLMAVHAEGEHI

MTFSLTADKPFSTYENNREIPHELEHLFRMT
NTDB id 420437 M654 RS07635 WP 026586328.1 KLEEHLENRYVQSEDYLTLLAEQIPYAEEIKNASVYVDGFHQFTPQEMEVLEQLMAHAGEMTFSLTADKPFTNNIPHELHLFRMT 255
NTDB id 120 BSU 10620 NP 388943.2 QMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKPSYEREPHELELFRMT 255
consensus *! *! !**!!!!!!!!!!*!! !!*!! !**!!!!!*!!!!!! !!!!!! !! **!!!!!!!!! !!!!*!!!!!

logo GKATYYDRLHYQKAKQAELGNLDI
LTEYKVERLESDGDTEKRHKTDKATPELARHLEARHQFYDEAERPAI IKAPYATEGKMQEALSTI

VMQAAGNRRATE I
LEGIARE IHASLVREKGKGTHY

NTDB id 420437 M654 RS07635 WP 026586328.1 GKAYYDLYQKAQALGLDLTEVRLEDDKRHKDAPELRHLERHFDERPIKAYTGKMEALSIMQAAGRRTEIEGIAREIHSLVRKGTH 340
NTDB id 120 BSU 10620 NP 388943.2 GKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANRRAELEGIAREIHALVREKGY 340
consensus !! !! !*!!! ! !!*! ! !! !!! !!! *** !! *! ! !!!**!!!! !! !*!!!!!!!! !!! *

logo RLYKRDI
VAI

V
I
LARNQPVEDYKDMTI

VKEVFATDYDE IPFYF IDGKAESML
QNHPL I EFL IRSSTLDI

V
I
LKGNWRYEAVFRC I

VKTELLFPLQDNEQPAKAEKRLVREQ
NTDB id 420437 M654 RS07635 WP 026586328.1 RLRDIAVIARNVEDYKDTIKEVFTDYDIPFFIDGKESMQNHPLIELIRSTLDIIKGNWRYEAVFRCIKTELLFPQDQPAERLREQ 425
NTDB id 120 BSU 10620 NP 388943.2 RYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRYEAVFRCVKTELLFPLNEPKAKVREQ 425
consensus ! *!*!**!!**!!!!! *!!!! !!*!!*!!!!! !! !!!!!! !!!*!!**!!!!!!!!!!!!*!!!!!!! ! **!!!

logo

I
VDQLENYC IAYGIKGDERWTKSGKDPRFQTYRRFYAVSLDDEDFAKQTDQE I EMTENRMLNDELTKRDGWIVPP I

L
F
H
Q
TLQKRLMKKAGKTVQREKMAEALYLRYLE

NTDB id 420437 M654 RS07635 WP 026586328.1 IDQLENYCIAYGIKGERWTSKDPFTYRRYASLDEDFAKTDQEIETERMLNELKGWIVPPIHTLQKRLKKAGTVREMAEALYLYLE 510
NTDB id 120 BSU 10620 NP 388943.2 VDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDWIVPPLFQLQKRMKKAKTVQEKAEALYRYLE 510
consensus *!!!!!!!!!!!!!!*!!! !*! !!!* !!!*!!! !!!!!! ! !!!* * !!!!!** !!!!*!!! !! ! !!!!! !!!

logo EATDVPLMKLDEQERQRMRAEDEDGR IAI EASQRQHDQQAVWDAVIQLLDEEFVEMMGDEDEEHI SFLDSLFQQMIDEATGALESLKTFASL IPPALDQVF IVGNMDL
NTDB id 420437 M654 RS07635 WP 026586328.1 EADVPMKLEQERRMAEEDGRIAESRQHDQVWDAVIQLLDEFVEMMGEEHISFSLFQQMIDTGLESLKFALIPPALDQVFIGNMDL 595
NTDB id 120 BSU 10620 NP 388943.2 ETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDL 595
consensus ! !!!*!!*!!! !!*!!!! ! !! ! !!!!!!!!*!!!!!!!***!! !!!!!!* ! !!! ! !!!!!!!!!!*!!!!!



logo SRMYGKTSCATFLVI
LGANDGVLPARPADDEDNGVLSDDDREWLKRTI

NGAVELASASGTGREQRLLDEHTFL IYMAFLSSPSDEKRLYVSYP IADAPEGKTLL
NTDB id 420437 M654 RS07635 WP 026586328.1 SRMYKTSCAFLIGANDGVLPARPADDGVLSDDDREWLKRNGAELAATGREQLLDETFLIYMALSSPSEKLYVSYPIADPEGKTLL 680
NTDB id 120 BSU 10620 NP 388943.2 SRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELSSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLL 680
consensus !!!! !!! !**!!!!!!!!!!! * !!!!!!!!!!!! ! !! !!! !!!!*!!!!!! !!!!**!!!!!!!!!*!!!!!!

logo PSMTI
VVKQRLEHELFPDHHGKEKRLMLTVNEPEQVSDEAEQLEMF

Y
L
VVNKSAVALQSFYLTAGSQLRLWTREQYDS I SDVWWSTYNFVLMNSEPQDRLFQSKRKNI

L
F
LSS

NTDB id 420437 M654 RS07635 WP 026586328.1 PSTVVKQLHELFPDHGEKMLVNEPEQVSDEAQLEFLVNKSAALSYLAGQLRLWTRQYSISDVWWSTYNFLMNEPDRLFSRNILSS 765
NTDB id 120 BSU 10620 NP 388943.2 PSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKSVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSS 765
consensus !! *!! !*!!!!*! !**! !!!!!!!!! !! **!!!! ! !* ! !!!!!!! ! !!!!!!!!!! !! !*!!! !* * !!

logo LFFRNEQVKQKQLENQRQSVSRDQLYGENR IQGSVSRMETFYKNACPFSHFASHGLHKLKERQFFKLEAPDIGQLFHSASLKL I SDRLHRELQKLDEWRD
NTDB id 420437 M654 RS07635 WP 026586328.1 LFFRNQVQKLNQQVSRDLYGENIQGSVSRMETYKACPFSHFASHGLKLKERQFFKLEAPDIGQLFHSALKLISDRLHELKLEWRD 850
NTDB id 120 BSU 10620 NP 388943.2 LFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRD 850
consensus !!!!! ! ! !!! !!!! !!!!!!!!!!* !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!*! !!*!!!

logo LTKEQCDELTFLSTYDAVERLAPKLQKE I LLSSNRHHYYVKEQKLQKI IVSTRVSGI LSEHAKASGFAVP I
VGLELGFGGKNGPLPPLMRTFQTLKNGC

NTDB id 420437 M654 RS07635 WP 026586328.1 LTKEQCDTLSTDAVERLAPKLQKEILLSSNRHHYVKQKLQKIISRVSGILSEHAKASGFAPVGLELGFGGNGPLPPMRFTLKNGC 935
NTDB id 120 BSU 10620 NP 388943.2 LTKEQCELFSYDAVERLAPKLQKEILLSSNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGC 935
consensus !!!!!!* ! !!!!!!!!!!!!!!!!!!!!!*!!! !!!!!**!!!!!!!!!!!!!!! !*!!!!!!!! !!!!!* ! !!!!!

logo TMELVGR IDRVDKAESSKGLLLR IVDYKSSDKGLDLAEVYYGLALQMLTYLDLS ITHSADWLGMKRATPAGVLYFHI
VHDPMIQASNSLV

NTDB id 420437 M654 RS07635 WP 026586328.1 TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMKATPAGVLYFHVHDPMIQASV 1020
NTDB id 120 BSU 10620 NP 388943.2 TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNL 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!*!!!!!! *

logo PLGLDE I EKQE I FKKQFKMKGLLLGDQEAVI
VRLMDTTLEQEQGRSDNI INSAGLKKDGSLRSDSAAVVGTEDKDEFDHLLRTKRHI

VRRTFQEAGEEQITD
NTDB id 420437 M654 RS07635 WP 026586328.1 PLGLDEIEKEIFKQFKMKGLLLGDQEAIRLMDTTLEQGRSDIISAGLKKDGSLRSDSAVVTEDDFHLLRRHIRRTFQEAGEEITD 1105
NTDB id 120 BSU 10620 NP 388943.2 PLGLDEIEQEIFKKFKMKGLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITD 1105
consensus !!!!!!!! !!!! !!!!!!!!!!!! *!!!!!!! !!! !! !!!!!!!!!!!!!! ! ! *!*!! *!*!!!!!!!!! !!!

logo GNRVS I EPYKLMKDNKTPCTYCAFKSFVCQFDESLEENEYRMPLKAQEKDKNTVI LERWI
LKKEAGDEGTNSEGHDSEAKGQHMDR

NTDB id 420437 M654 RS07635 WP 026586328.1 GNVSIEPYKLKDKTPCTYCAFKSFCQFDESLEENEYRMLKQEKDNVILERLKKEGETSGHDEAKGQHMDR 1175
NTDB id 120 BSU 10620 NP 388943.2 GRVSIEPYKMKNKTPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS......... 1166
consensus ! !!!!!!!*! !!!!!!!!!!! !!!!!!!!!!!!!*!! !!! !!! *!!!** ! *********



X non conserved

X similar

X ≥ 50% conserved


