logo

NTDB id 112801 MO36 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 M036 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 MO36 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 M036 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 MO36 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 MO36 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 M036 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

L ST AR VR TLEELATD o RERA LT

MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPIIFLVPDOQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTGGMSRP

MGAEFLVGRSGSGKTKLIINSIQDELRRAPFGKPITIFLVPDQMTFLMEYELAKTPDMGGMIRAQVFSFSRLAWRVLQHTGGMSRP
I

L LA GO FADER LEARY L IR A TKER AL

FLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSEKLHDLSILYQ
FLTSTGVQMLLRKLIEEHKQEFKVYQKASDKSGFTAQVERMLTEFKRYCLEPEDIRRMAESGTASEYRGERVLSEKLHDLSILYQ
PULLL L e rrrrrrrrrrrrrrrrrrrrnd

0 LN LA LD A D EVET CELEL Wt LN YR LR

QMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKPSYEREPHELELFRMT
QMEKSLADQYLHSEDYLTLLAEHIPLAEDIKGAHIYVDGFYQFTPQEFRVLEQLMVHAEHITFSLTADKPSYEREPHELELFRMT
PULLLE e rrrrrrrrrrrrrrrrrrrrrnd

VLR L) TR L AR V) R e e R

GKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANRRAELEGIAREIHALVREKGY]
GKTYYRLHQKAKELNLDITYKELSGTERHTKTPELAHLEAQYEARPAIPYAEKQEALTVMQAANRRAELEGIAREIHALVREKGY]
PULLL L et

MLALARE D AEEADNE YIS L SRR ITELLPLE AR

RYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRYEAVFRCVKTELLFPLNEPKAKVREQ

RYKDVAILARQPEDYKDMVKEVFADYEIPYFIDGKASMLNHPLIEFIRSSLDVLKGNWRYEAVFRCVKTELLFPLNEPKAKVREQ
PELLL L e rrrrrrrrrrrrrrrrrrrrnd

WAL AR TR TR 1 LK AT

VDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDWIVPPLFQLQKRMKKAKTVQEKAEALYRYLE|
VDQLENYCIAYGIKGDRWTKGDRFQYRRFVSLDDDFAQTDQEIEMENMLNDTRDWIVPPLFQLQKRMKKAKTVQEKAEALYRYLE|
I

(LA ) AT CLEEHE LR L ARV L

ETDVPLKLDQERQRAEDDGRIIEAQQHQQAWDAVIQLLEEFVEMMGDDEISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDL

ETDVPLKLDQERQRAEDDGRITIEAQQHQQAWDAVIQLLEEFVEMMGDDEISLDLFQQMIEAGAESLTFSLIPPALDQVFVGNMDL
Prrrrrrrrr et rrrr ettt r et e rrrr e rrrrrrrnnd

85

170
170

255
255

340
340

425
425

510
510

595
595



logo

NTDB id 112801 MO36 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 M036 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 MO36 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 M036 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 MO36 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 MO36 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

logo

NTDB id 112801 M036 RS05605 WP 003244988.

NTDB id 120 BSU 10620 NP 388943.2
consensus

LT3 VLA A TR LTRSS e et AR I FL

SRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELSSGGRERLLDEHFLIYMAFSSPSDRLYVSYPIADAEGKTLL

SRMYGTSCTFVLGANDGVLPARPDENGVLSDDDREWLKTIGVELSSGGRERLLDEHFLIYMAFSSPSDRLYVSYPTADAEGKTLL
I

) (AR v AR VMO TSR TR ST SR

PSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKSVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSS
PSMIVKRLEELFPHHKERLLTNEPEQVSDEEQLMYVVNKSVAQSFTASQLRLWTREYDISDVWWSTYNVLMSEQDRLQSKKLFSS
PELLLL e rrrrrrrrrrrrrrrrrrrnd

SRRV ARG £ F b LR SLRL SRR D)

LFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRD

LFFRNEVKQLERSVSRQLYGERIQGSVSRMETFNACPFSHFASHGLHLKERQFFKLEAPDIGQLFHSSLKLISDRLREQKLDWRD
PULLL e rrrrrrrrrrrrrrrrrrrrnd

RELEESMVEAUA LR LR HEALHIVI L L L LA

LTKEQCELFSYDAVERLAPKLQKEILLSSNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGC
LTKEQCELFSYDAVERLAPKLQKEILLSSNRHYYVKEKLQKIVTRVSGILSEHAKASGFVPIGLELGFGGKGPLPPLTFQLKNGC
PULLL L et

L ELRORORAESE LRSI CLAEWY LA LY DL PR L

TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNL

TMELVGRIDRVDKAESSKGLLLRIVDYKSSDKGLDLAEVYYGLALQMLTYLDLSITHSADWLGMRATPAGVLYFHIHDPMIQSNL
PELLLL e rrrrrrrrrrrrrrrrrrrrnd

L R L L DR ol LA LR L TRTEA LT

PLGLDEIEQEIFKKFKMKGLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITD
PLGLDEIEQEIFKKFKMKGLLLGDQEVVRLMDTTLQEGRSNIINAGLKKDGSLRSDSAAVGEKEFDLLTKHVRRTFQEAGEQITD
I

AT 1 A0 Gl WA L )

GRVSIEPYKMKNKTPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS

GRVSIEPYKMKNKTPCTYCAFKSVCQFDESLEENEYRPLKAEKDKTILEWIKKEADGNEHS
Pt rr et et rrrnnd

1166
1166

680
680

765
765

850
850

935
935

1020
1020

1105
1105



[><] e

non conserved
similar
> 50% conserved



