logo

NTDB id 109775 ABXG87 RS01585
NTDB id 472 HSISS4 RS01435 WP
consensus

logo

NTDB id 109775 ABXG87 RS01585
NTDB id 472 HSISS4 RS01435 WP
consensus

logo

NTDB id 109775 ABXG87 RS01585
NTDB id 472 HSISS4 RS01435 WP
consensus

logo

NTDB id 109775 ABXG87 RS01585
NTDB id 472 HSISS4 RS01435 WP
consensus

logo

NTDB id 109775 ABXG87 RS01585
NTDB id 472 HSISS4 RS01435 WP
consensus

logo

NTDB id 109775 ABXG87 RS01585
NTDB id 472 HSISS4 RS01435 WP
consensus

logo

NTDB id 109775 ABXG87 RS01585
NTDB id 472 HSISS4 RS01435 WP
consensus

WP 353551704.

002883784.1

WP 353551704.

002883784 .1

WP 353551704.

002883784 .1

WP 353551704.

002883784 .1

WP 353551704.

002883784.1

WP 353551704.

002883784 .1

WP 353551704.

002883784 .1

LT AL TARFEIL AL R T YD R

MSKLQDKLFGKVTIRKKLTMTTAVVFFLVLS FTLVV FSANTLLLQRERQNVNTTIMKVVTYIEKDWDSDEELSPEPLL
MSKLQDKLFGKVTIRKKLTMTTAVVFFLVLS FTLVV FSANTLLLQRERQNVNTTISKVVTYIEKDWDSDEELSPEPLL
Prrrrrrrrrrrrrrrrrrnnd

AL A LS AW PSREIRTRRC H T SRR

AALYSPKNIYASIINGVLSEKHSLDGQVAISNKLYSNQSVFVYDKKGTFIFTSEENTDSPPGMSEVNKLKSVSYKGKRGF
AALYSPKNIYASIINGVLSEKHSLDGQVAISNKLYSNQSVFVYDKKGTFIFTSEENTDSPPGMSEVNKLKSVSYKGKRGF
PELE e rrrrrrrrrrrrrrrrnt

L KT LR AEREL BT TV LT L R 1T

LLQVPIYGKDKKTIVGYAQIFHDLEFYYALKERL FLLIFLEVGMTVLVIAATVVVLTSILRPMRQLHETMGVITDSPSD
LLQVPIYGKDKKTIVGYAQIFHDLEFYYALKERL FLLIFLEVGMTVLVIAATVVVLTSILRPMRQLHETMGVITDSPSD

CLRMEEDLANER CRCEMR & AL Y LR D L

LELRSKIESHDEIGDLAVNFNRMMDKIQENNQMQMRFLSDVSHELRTPIAVIKGHMDLLQRWGKNDPEILEESLEAASHE
LELRSKIESHDEIGDLAVNENRMMDKIQENNQMOMRFLSDVSHELRTPIAVIKGHMDLLQRWGKNDPEILEESLEAASHE
PLL e rrrrrrrrrrnt

AR D ORI SEEGRT U9 TR R UOE et 1

ANRMTIMINDMLDSIRVKGSFENHRNDTCDLNSSIRTVIGNFRVLHEDYQFYLNDFESSER AQIYSQHFEQAITILIDN
ANRMTIMINDMLDSIRVKGSFENHRNDTCDLNSSIRTVIGNFRVLHEDYQFYLNDFESSERIJAQIYSQHFEQAITILIDN

AT Ve Tt LI KD IR T LS LV R

AVKYSPVNKEIQVTIKALENEMLVQVQDNGEGISKEDINHIFERFYRSDKARNRTTTQSGVGIGLSILYQIVEAYRCRID
AVKYSPVNKEIQVTIKALENEMLVQVQDNGEGISKEDI|I@HIFERFYRSDKARNRTTTQSGVGIGLSILYQIVEAYRCRID
N

SEL R AR T

VSSELGVGTRFDLYIPFADBRIETTTPQLEL

VSSELGVGTRFDLYIPFADEETTTPQLEL
N

(T T R B B e

509
509

80
80

160
160

240
240

320
320

400
400

480
480



(> S

non conserved
similar
>50% conserved



