logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id

51123 SPAF RS03110 WP 014712976.1
496 SM12261 RS02330 WP 000608383.1
524 SMSK321 RS08155 WP 000565601.1
156 SP RS08975 WP 000565004.1

266 KZH43 RS07930 WP 000565010.1
225 SPD RS08500 WP 000565010.1

191 SPR RS08095 WP 000565010.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id

51123 SPAF RS03110 WP 014712976.1
496 SM12261 RS02330 WP 000608383.1
524 SMSK321 RS08155 WP 000565601.1
156 SP RS08975 WP 000565004 .1

266 KZH43 RS07930 WP 000565010.1
225 SPD RS08500 WP 000565010.1

191 SPR RS08095 WP 000565010.1

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id

51123 SPAF RS03110 WP 014712976.1
496 SM12261 RS02330 WP 000608383.1
524 SMSK321 RS08155 WP 000565601.1
156 SP RS08975 WP 000565004.1

266 KZH43 RS07930 WP 000565010.1
225 SPD RS08500 WP 000565010.1

191 SPR RS08095 WP 000565010.1

consensus

P FL R RS8R LURRER A ol

WAL
MI FYFFJy G [§ ASFLGLV DRFPNQSI |PWSHCDNCQEAYLEQAAYDLIPI SQ |MIRFRCRYC [
MI MYFFLVGSILASFLGLVIDRFPEQSII[MYASHCDSCRIT|JLRPLDLIPILSQVFNRFRCRYCKVRYPVWYAJFELGLGLLFLYA
MIDMYFFLVGSILASFLGLVIDRFPEQSIIS)JASHCDSCQTRLRPLDLIPILSQVFN FRCRYCKNEYPVWYALMELGLGLLFLf
MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTJLRPLDLIPILSQVFNRFRCRYCKVRYPVWYALFELFLGLLFLL

MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTRLRPLDLIPILSQVFNRF{@CRYCKVRYPVWYALFELGLGLLFLL
MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTRLRPLDLIPILSQVEFNRF{@®CRYCKVRYPVWYALFELGLGLLFLL

MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTRLRPLDLIPILSQVENRF[@®CRYCKVRYPVWYALFELGLGLLFLL
IR ] PELLLEL Ll sk DL N I P LI

|

OLULTRUTLCNDRREPLY TR ALY VDR A RS AR

s

N

L
€QVILITAGLTLGIYDFRHQEYPLLVWMTFHLIL ASSGWNLVMV|JFLRALGILAHFIDIRMGAGDFLFLASCALVFS
¢QV LITAGLTLGIYDF HQEYPLLVWMTFELILIASSGWNLVMVSFLILGILAHFIDIRMGAGDFLFLASCALVFS

—

f

¥Rk LT 1ok RN e D N e e N N N R

|

iy

VLGRS AFLCHMER PP A ALY

219

Q
VTELLILIQFASANGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLV 219
JINTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAWCVIIFGKLLLYV 219
VIELLILIQFASATGILAFLLQKKKERLPFVPFLLLA}

C IIFGKLLLYV 219
VIELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLV 219
VITELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLV 219

VTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLV|EEPEE)
o N N N IR

K non conserved
B similar
i >50% conserved

170
170
170
170
170
170
170



