
logo MEGAI EQFLAVGRSGSGKTKTAL I ILENES IKQDEEQLRLRADPFLGKPP I I FLVPDQMTFLMEYELAKTPSDEAMGGMIRAKQVFSFSTRLAWRS IVLQHQTG
NTDB id 1028011 AB4922 RS05155 WP 146269911.1 MEIQFLAGRSGSGKTTAILEEIKEQLRLDPLGPPIIFLVPDQMTFLMEYELAKTSEAGGMIRAKVFSFTRLAWSILQQTG 80
NTDB id 120 BSU 10620 NP 388943.2 MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTG 80
consensus ! !! !!!!!!!! !* ! * !! ! !*!!!!!!!!!!!!!!!!!!!!!** !!!!!! !!!!*!!!! *!!*!!

logo GAMNSRPQFLVTSTGI
VQMLLRKLVI EEHQKDQEKFKVFYKQKASDKPSGFTVAEQI

VEKRMTLMATEFKRYCLMEMPEDI ERKR I
M
A
S
A
ESGSMTAHSEYRTEGERRVALASE

NTDB id 1028011 AB4922 RS05155 WP 146269911.1 GANRQFVTSTGIQMLLRKVIEEQKDKFKVFKKASDKPGFVEQIEKTMAEFKRYCMMPEDIEKISASSMHSEYTEERRAAE 160
NTDB id 120 BSU 10620 NP 388943.2 GMSRPFLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSE 160
consensus ! !*!*!!!!*!!!!!!*!!!*! !!!* !!!!!*!! !*!* * !!!!!!* !!!! ** ! *!!! !! !

logo KLHDLHS IVLYQQMEKQHSLAQDEQYLVHSEDYLTLLAEQHQIPLASEDE I
L
K
RGAHIY I

VDGFYQFTPQEQFLLRVI
LEQLLML

VHAEHKITAFASFLTAVDKRPS
NTDB id 1028011 AB4922 RS05155 WP 146269911.1 KLHDLHVLYQQMEQHLQDEYVHSEDYLTLLAQQIPLSEELRGAHIYIDGFYQFTPQQLLVIEQLLLHAEKITAAFTVDRS 240
NTDB id 120 BSU 10620 NP 388943.2 KLHDLSILYQQMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKP 240
consensus !!!!!**!!!!!! *! ! !*!!!!!!!!!! *!!! !***!!!!!*!!!!!!!!! !*!!!**!!!*!! ! !**

logo

S
Y
H
Y
D
E
R
T
E
QPHNELDELFRMTGKTYSYQRLHYQKLAKECLGNALADI STEYKNEI LESGRNTEKRHFTHKTPDELAHYLEANQYEAQRPAL IQPYAQEEKQTEPAHLTVMSKQASANKR

NTDB id 1028011 AB4922 RS05155 WP 146269911.1 YHDTQPNELDLFRMTGKTYSQLYQLAKECGAAISENILERNKRHFHTPDLAYLENQYEQRPLQPYQEETPHLTVSKSANK 320
NTDB id 120 BSU 10620 NP 388943.2 SYEREPHELELFRMTGKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANR 320
consensus ** !*!!*!!!!!!!!! !*! !!!* !* ! !! *!!*!!*!! !!! !! !! ! **!!! !!*

logo RAE I
LEGI

VARDE IHLADLVREGEKGLYRLYKRDI
V
A
S I LVARHQPVDEDYKDMTLVKEVFARDYDE IPFYF IDGKNAESML

Q
N
YHPL I EF IRSSLDVI

LKGNWRY
NTDB id 1028011 AB4922 RS05155 WP 146269911.1 RAEIEGVARDILDLVRGEGLRLRDISIVARHVDDYKDTLKEVFRDYDIPFFIDGNESMQYHPLIEFIRSSLDVIKGNWRY 400
NTDB id 120 BSU 10620 NP 388943.2 RAELEGIAREIHALVREKGYRYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRY 400
consensus !!!*!!*!!*!* !!! ! ! *!* !*!!***!!!! *!!!! !!*!!*!!!! !! !!!!!!!!!!!!!*!!!!!!

logo EAVFRCVKTEFLLFPLENELAPKANKAVREQAVDQLENYC IAYGI
VKGDERWTKNGDSRFHQYRRFQVSLDDEDFAGQTDQE I EMENQMLNDTVKRDEW

NTDB id 1028011 AB4922 RS05155 WP 146269911.1 EAVFRCVKTEFLFPLELAKNKAREQADQLENYCIAYGVKGERWTNGSRFHYRRFQSLDEDFGQTDQEIEMEQMLNDVKEW 480
NTDB id 120 BSU 10620 NP 388943.2 EAVFRCVKTELLFPLNEPKAKVREQVDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDW 480
consensus !!!!!!!!!! !!!! *! ! !!! !!!!!!!!!!!*!!*!!! ! !!*!!!! !!!*!!*!!!!!!!!!*!!!! **!

logo IVPPLFQLQKRLMKKAKQKTLVQSDEKMAVEALVYRVFYLEEATDQVPELKLDEKQAERLQERAEDEADGR I
L
A
I EAMQQHGQQAVWDAVIQLLMDEEFVEML

MGDEDEE I
L

NTDB id 1028011 AB4922 RS05155 WP 146269911.1 IVPPLFQLQKRLKKAQKLSDMVEAVYVFLEEAQVPEKLEKARLEAEEAGRLAEAMQHGQVWDAVIQLMDEFVEMLGEEEL 560
NTDB id 120 BSU 10620 NP 388943.2 IVPPLFQLQKRMKKAKTVQEKAEALYRYLEETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEI 560
consensus !!!!!!!!!!!*!!! * * !!*! *!!! !! !!* ! !!* !!* !! !! ! !!!!!!!**!!!!!*!**!*



logo SFLDPLFQQMIDEATGALESSLKTFASL IPPASLDQVF IVGNSMDLSRMYGQTVKSCTFVI
LGAVNDGVI

LPARPDSDEENGSVLSDEDDREWLKRTAIGAVELAS
NTDB id 1028011 AB4922 RS05155 WP 146269911.1 SFPLFQQMIDTGLSSLKFALIPPSLDQVFIGSMDLSRMYQVKCTFVIGVNDGVIPARPSDESVLSEDDREWLKRAGAELA 640
NTDB id 120 BSU 10620 NP 388943.2 SLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDLSRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELS 640
consensus ! *!!!!!!* ! !! ! !!!! !!!!!*! !!!!!!! !!!!*! !!!!*!!!! * !!!*!!!!!!! ! !!

logo

E
S
G
TGKRERLLDEHQFL IYMQAFLSSPSDHRYLYVSYPSAIASDATEGKRSTLLPSMTI

L
I
VKRYCLEELFMPHNHKQEQARLLYTVLNDEPEQLVDSDEQEQLKMF

YVTVNEKHS
NTDB id 1028011 AB4922 RS05155 WP 146269911.1 ETGKERLLDEQFLIYQALSSPSHYLYVSYSASDTEGRSLLPSTLIKYCEELMPNHQQALYVLDPEQLDDQEQLKFVTNEH 720
NTDB id 120 BSU 10620 NP 388943.2 SGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLLPSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKS 720
consensus !*!!!!!!*!!!! ! !!!!* !!!!!* ! !!**!!!! **! *!!! !*! ! *!!!* ! !!! *! ! *

logo VASLQSFYTAVSQLQRLQWLTNREQYDRI SDGVWWSTVYNHVLMS
T
E
S
Q
S
D
NRDLQVSKKI

L
F
MSSLFFRTNERAVKQRLENPRNSVSTKREQLYGDEHR IQGSVSRMEKTFNA

NTDB id 1028011 AB4922 RS05155 WP 146269911.1 VSLSYTVSQLQQWLNQYRISGVWWSVYNHLMTSSNRDVSKKIMSSLFFTNRAKRLNPNVTKELYGDHIQGSVSRMEKFNA 800
NTDB id 120 BSU 10620 NP 388943.2 VAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSSLFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNA 800
consensus ! !*! !!! ! ! !! !!!! !!*!!* ! !!!* !!!!! ! ! ! * !** !!!**!!!!!!!!! !!!

logo CAPFSHFASHGLHKLKDERQFFYKLEAPDIGQLFHSASLKL I SDRTLRVEQKKLDWKRDNLTKEDQCEVLTFYSRYDHAI
VEQRLAPKRLQKE I LLSSN

NTDB id 1028011 AB4922 RS05155 WP 146269911.1 CAFSHFASHGLKLKDRQFYKLEAPDIGQLFHSALKLISDTLVEQKKDWKNLTKEDCVTYSRHAIEQLAPRLQKEILLSSN 880
NTDB id 120 BSU 10620 NP 388943.2 CPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRDLTKEQCELFSYDAVERLAPKLQKEILLSSN 880
consensus !*!!!!!!!!!*!!*!!!*!!!!!!!!!!!!! !!!!!! ! !!! !!* !!!! ! *! *!*! !!!*!!!!!!!!!!

logo RHAYYI
VKEKLQKI LV I

TRVSGS I LSEHAKAVSGFSVP I
VGLELGFGGKQGPLPPFLTFQLKNGCTMELVGR IDRVDKAEGSSKGLLLR IV

NTDB id 1028011 AB4922 RS05155 WP 146269911.1 RHAYIKEKLQKILIRVSSILSEHAKVSGFSPVGLELGFGGQGPLPPFTFQLKNGCTMELVGRIDRVDKAEGSKGLLLRIV 960
NTDB id 120 BSU 10620 NP 388943.2 RHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGCTMELVGRIDRVDKAESSKGLLLRIV 960
consensus !! !*!!!!!!!* !!! !!!!!!! !!! !*!!!!!!!! !!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!

logo DYKSSDEKGLDLAEVYYGLALQMLTYLDLSTITHYSAKDEWLGMERATPAGI
VLYFHIHDPLMIQASNP I

LPLGELDAE I EQE I FLKKFKMKGL
NTDB id 1028011 AB4922 RS05155 WP 146269911.1 DYKSSEKGLDLAEVYYGLALQMLTYLDLTITYSKEWLGMEATPAGILYFHIHDPLIQAPIPLGEDAIEQEILKKFKMKGL 1040
NTDB id 120 BSU 10620 NP 388943.2 DYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNLPLGLDEIEQEIFKKFKMKGL 1040
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!*!!*! *!!!! !!!!!*!!!!!!!!*!! **!!! ! !!!!! !!!!!!!!

logo LLEGDQVEAVVKRLMDQTTLEQESGRSNQI
V INQAGLKKDGSFLRSDSAAVLVGSEDKEHFDHI

LLTKHVRRTFEQEAGEQR ITDSGERVES I ENPYKLMKDNKQTP
NTDB id 1028011 AB4922 RS05155 WP 146269911.1 LLEDVEAVKLMDQTLESGRSQVIQAGLKKDGSFRSDSAVLSEDHFHILTKHVRRTFEEAGERITSGEVEINPYKLKDQTP 1120
NTDB id 120 BSU 10620 NP 388943.2 LLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITDGRVSIEPYKMKNKTP 1120
consensus !! ! ! !*!!! !! !!!**!*!!!!!!!! !!!!! * ! *!**!!!!!!!!! !!!! !! ! ! ! !!!*! !!



logo CRTFYCASFKS IVCQFDES ILEDENEFYRPVLKTASEKDDKTVI
MLDERWIKKEAGDGQNYAEHNSTKTE

NTDB id 1028011 AB4922 RS05155 WP 146269911.1 CRFCSFKSICQFDESIEDNEFRVLTSEKDDVMLDRIKKEGDQYANTKTE 1169
NTDB id 120 BSU 10620 NP 388943.2 CTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS... 1166
consensus ! *! !!!*!!!!!!*!*!!*!*! !!! *!* !!!!*! *****

X non conserved

X similar

X ≥ 50% conserved


