logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id

582

DLJ51 RS00505 WP 002962720.1

44 SMU RS09085 WP 002263585.1

442
441
448
447
450
449
554

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id

582

SPYM3 RS08515 WP 011106595.1
SPYM3 RS01385 WP 011106595.1
SpyM6JRS4 RS07800 WP 010921894.1
SpyM6JRS4 RS01370 WP 010921894.1
SPYM18 RS08475 WP 011018214.1
SPYM18 RS01395 WP 011018214.1
STRINF RS00370 WP 115283725.1

DLJ51 RS00505 WP 002962720.1

44 SMU RS09085 WP 002263585.1

442
441
448
447
450
449
554

consensus

logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id

582

SPYM3 RS08515 WP 011106595.1
SPYM3 RS01385 WP 011106595.1
SpyM6JRS4 RS07800 WP 010921894.1
SpyM6JRS4 RS01370 WP 010921894.1
SPYM18 RS08475 WP 011018214.1
SPYM18 RS01395 WP 011018214.1
STRINF RS00370 WP 115283725.1

DLJ51 RS00505 WP 002962720.1

44 SMU RS09085 WP 002263585.1

442
441
448
447
450
449
554

consensus

SPYM3 RS08515 WP 011106595.1
SPYM3 RS01385 WP 011106595.1
SpyM6JRS4 RS07800 WP 010921894.1
SpyM6JRS4 RS01370 WP 010921894.1
SPYM18 RS08475 WP 011018214.1
SPYM18 RS01395 WP 011018214.1
STRINF RS00370 WP 115283725.1

o S TMPL Rl S ERre A

MDKEKLKEIFNKHSALPEEVEEFDDGYVKEVITAGHERICEK

BNCCFFVVLFILGIVKKKRRLKE

MNCCFFVVLFILGIVKKKRRLKE

BNCCFFVVLFILGIVKKKRRLKEMSIETRAAFEKVKPIILKLKRHYYIQLWD

MNCCFFVVLFILGIVKKKRRLKEMSIETRAAFEKVKPIILKLKRHYYIQLWD

MNCCFFVVLFILGIVKKKRRLKEMSIETRAAFEKVKPIILKLKRHYYIQLWD
BCCFFVVLFILGIVKKKRRLKEMSIETRAAFEKVKPIILKLKRHYYIQLWD

O el e D

MDDWBRIQE IILMQLLER P LEWY| EE LEMIYFKTKERSY 8Dl R QESQKREFIY

R DWNQEGE ILBQLLEEASPELIAE | LYMYFKT FSEY KD LRNQESQKREFN YEE GE [3H[¢ EJS[EG ' [vB
RDDWLQEGHIILLQLLERYPELIEEEERLYRYFKTKFSSYLKDLLRRQESQKRQFHKLAYEEIGEVAHAIPSRGLWR
RDDWLQEGHIILLQLLERYPELIEEEERLYRYFKTKFSSYLKDLLRRQESQKRQFHKLAYEEIGEVAHAIPSRGLWR
RDDWLQEGHIILLQLLERYPELIEEEERLYRYFKTKFSSYLKDLLRRQESQKRQFHKLAYEEIGEVAHAIPSRGLWR
RDDWLQEGHIILLQLLERYPELIEEEERLYRYFKTKFSSYLKDLLRRQESQKRQFHKLAYEEIGEVAHAIPSRGLWR
RDDWLQEGHIILLQLLERYPELIEEEERLYRYFKTKFSSYLKDLLRRQESQKRQFHKLAYEEIGEVAHAIPSRGLWR
RDDWLQEGHIILLQLLERYPELIEEEERLYRYFKTKFSSYLKDLLRRQESQKRQFHKLAYEEIGEVAHAIPSRGLWR

Tl D Dokroroik D1 Dok Dok Dokorokokotokkorok D LD Dok Dokokokok Dok Dok DL Do DD Dokokokok L1 Dotk ok ook o o Kok ok

Vihyop s Evel soER kel IR RFH B M IR EEFAQQL

207
160
183
183
183
183
183
183
158

5k 3k >k %k %k ok 5k |k %k %k 5k k k k * | 1 sk | sk sk sk sk sk ok ok k k ok kx| okok ok x

X non conserved
B similar
> 50% conserved

154
108
130
130
130
130
130
130
107



