logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

LY UL PVLALRD OIPPL GECR VL) I SRR

MFRTLLYGCLLNILIPSLVLALDKSMSIFYPLPIQEQGKVIVAQNLYLGSDGGIWVHDVHGKVMYFDGQNVLPRRGSVLP
MFRTLLYGCLLNILIPSLVLALDKSMSIFYPLPIQEQGKVIVAQNLYLGSDGGIWVHDVHGKVMYFDGQNVLPRRGSVLP
N

LV R L DU OO A L ERE L

QLSSHIVYANSAFWAFEQHELFRTYPGGERELMLSLTPGTQIIQMGASNGMIWMVDGENFYSYEIRSGRVESLSLHELYQ
QLSSHIVYANSAFWAFEQHELFRTYPGGERELMLSLTPGTQIIQMGASNGMIWMVDGENFYSYEIRSGRVESLSLHELYQ
PELL e rrrrrrrrrnt

ORISR LR NS o LR IR D L

LNSASKVVINDAQFLVSKWALATNVGVYLSDEQGFAHVKNSGKHFIQKLYFSHKRRELLVGSKRGALVIDIENKRPPLDR|

LNSASKVVINDAQFLVSKWALATNVGVYLSDEQGFAHVKNSGKHFIQKLYFSHKRRELLVGSKRGALVIDIENKRPPLDR|
PELL e rrrrrrrrrrrrrrnt

SV T | LIS TRNLEMRL LA VORI

IGSSHVLSIAETEKEYWIGTEDGLFVYSFITGKIVQLESNNQDGYALLGKKIYAMVNDFQGGMWIGTDKGIFYYSLFGQQ

IGSSHVLSTAETEKEYWIGTEDGLFVYSFITGKIVQLESNNQDGYALLGKKIYAMVNDFQGGMWIGTDKGIFYYSLFGQQ
Prrrrrrrrr e rrrr et rrrr e rrrr et rrrnnd

A0 TP HLIED LA RLRSTE L I e IR

FTRYPAQALSNDGSKTPIGKIAALNSDGDYLAITAQGLYNFNFSDELRKHLIYPGKVNDFVIAQEHLWIATEKGLVRYNL

FTRYPAQALSNDGSKTPIGKIAALNSDGDYLAITAQGLYNFNFSDELRKHLIYPGKVNDFVIAQEHLWIATEKGLVRYNL
PELL e rrrrrrrrrrrrnt

AL UL TN S0 WAy S LLARD.

SRRSIDTPNLPLPLLQTAIQHLSLDSDGNLWGTSDYQIWSYSLSEKNYRDYGSEWMVKAFSPSRITLLAAVKDGIVIGTE

SRRSIDTPNLPLPLLQTAIQHLSLDSDGNLWGTSDYQIWSYSLSEKNYRDYGSEWMVKAFSPSRITLLAAVKDGIVIGTE
N

ALLLROR O o Vo VLA L A LS

HGAYSLLEKQIRFDFSSHRYGEILQVAEDSSGHIWLVGSYGVFQWRKDQPEAVTVELIEENIQPLCIAESKQGMWLISTK

HGAYSLLEKQIRFDFSSHRYGEILQVAEDSSGHIWLVGSYGVFQWRKDQPEAVTVELIEENIQPLCIAESKQGMWLISTK
P rrrr et r e e rrrr et rrrnnd

|

80

160
160

240
240

320
320

400
400

480
480

560
560



logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

logo

NTDB id 264559 C1H56 RS09385 WP 001911421.

NTDB id 1151 GTF74 RS04205 WP 001911421.1
consensus

R VLSO AL SV ARL AT

GISYYRNQELTKHFGAPYGLISNEFLSASCAVGEEQDNSSLIIGSQFGVVKTNTEELAVSNLPNIQVTFSQVSVNHTTKL
GISYYRNQELTKHFGAPYGLISNEFLSASCAVGEEQDNSSLIIGSQFGVVKTNTEELAVSNLPNIQVTFSQVSVNHTTKL
N

RS IRRE A SDLEHR G AL WAL TRATEAL

LGYRMSEPLKIAYGDSISFQFGALPSSRSQSLEYKLNDEQQWQRFDWALLNFDQLLPGKYRLKVRSANPTQRYRTEALFD

LGYRMSEPLKIAYGDSISFQFGALPSSRSQSLEYKLNDEQQWQRFDWALLNFDQLLPGKYRLKVRSANPTQRYRTEALFD
PELL e rrrrrrrrrrrnt

Y OALVNTLLLAL AR AR B L |

FEVLQPWYMTSIALVGYVLSVLGLLALALWWRTRMILAANRKLKAQVELKTSQLRHQSKIVLSNNHQLRKQLQLHHTILG
FEVLQPWYMTSTALVGYVLSVLGLLALALWWRTRMILAANRKLKAQVELKTSQLRHQSKIVLSNNHQLRKQLQLHHTILG
N R e

DD STARR e P PR IR ARG LY

NVLDNIDASLRHLSSYAKVRAWSEFEAPFNKVKQELAQLHFMHRGDEDESKYHDLHLLIESALKSWQEEYSKALIKLTYS

NVLDNIDASLRHLSSYAKVRAWSEFEAPFNKVKQELAQLHFMHRGDEDESKYHDLHLLIESALKSWQEEYSKALIKLTYS
Prrrrrrrrr et rrrr e rrrr et rrrnnd

AR DRROA L CLEIANELE & QLR VLY SPLEEVI

GEPRFVEVRQFNLDVLFNAVLTDAIKRLYKHQELTIQLEVRNAQAVIVFSDFGAPIQNIDKTMVTLSGSSYPLEELVIRS
GEPRFVEVRQFNLDVLENAVLTDAIKRLYKHQELTIQLEVRNAQAVIVFSDFGAPIQNIDKTMVTLSGSSYPLEELVIRS
PELL e rrrrrrrrrrrrrrrrnt

VLA L LT T e G DEERE LR E T ALY

GGVLHVLALKERNVIELAWPLATLPELETIHKPEEGEQAAKVGIDEVEKEWLSKVEKLIELHYSDPNFTTSTAAQALYVS

GGVLHVLALKERNVIELAWPLATLPELETIHKPEEGEQAAKVGIDEVEKEWLSKVEKLIELHYSDPNFTTSTAAQALYVS
PEL b e e b bbb rrrrrrrrrn

o AN G 0 A

ERSLQRRFKAATGKTFKESLNEVRLEKACQSLLSGAKIAQVAFDCGFNDPSYFSQRFKHHFGLSPSQFIEDQEN
ERSLQRRFKAATGKTFKESLNEVRLEKACQSLLSGAKIAQVAFDCGENDPSYFSQRFKHHFGLSPSQFIEDQEN
PELL e rrrrrrrrrrrrrrrtd

1114
1114

640
640

720
720

800
800

880
880

960
960

1040
1040



(>4 S

non conserved
similar
>50% conserved



