
logo MFSFFKRKRKSGKDKKQEP I
TPAELEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEA

MPSETAPG
NTDB id 1055492 ACFDAU RS02045 WP 413438413.1 MFSFFKKSGDKPIPAE..........................................................APSTP. 21
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !!!!!** * !! ********************************************************** !! **

logo

EAAERVESA
TKESAVAETVDGAEAVGQVQEPAVPVAVTVETEVAEHPKLSGSWATAQRLKQGLASKRSTRDEKQFMAGKQSLASGNLVFGSRGGKQIDGAEDLYDEELETI

VL IL
NTDB id 1055492 ACFDAU RS02045 WP 413438413.1 ........TKSAV...VDA......PVPVVEVAPKSSWTQRLKQGLSRTREQFGKQLSNLFSRGGKIDADLYDELETILL 84
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFG.GGQIGEDLYEELETVLI 159
consensus ******** ! !!***! ******* * ! ! !!!!!! **!* *! ! *! *!! ! !!!*!!!!*!*

logo TAGDMVGMVDEASTEQYLLMDKDSLVRGQRVKSKLDKGRLKTDAGNTEQLQRAGALHKDEATLRYDTL ILKSPLEKQAPLDVLVPESTHKEKPFYVIMLAGI
VNGAGKTTSTIGKLAK

NTDB id 1055492 ACFDAU RS02045 WP 413438413.1 TADVGVDASQYLLDSLRQRVKKDRLTDATQLQAALHDTLRTLLSPLEQALDV.STHKPYVIMLAGVNGAGKTTTIGKLAK 163
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAK 239
consensus !*!*!**!* !!* *! !! ! !* ! *!!** ! !* !!! *! ** !* !*!!!!!!*!!!!!!!*!!!!!!

logo YFYQAQGKSVLLAAGDTFRAAAREQLMQAVWGEGRNNVATVIASQDTGTGDSAAVCI FDAI
V
A
QAAKRARGIDIVLADTAGRLPTQLHNLMEE

NTDB id 1055492 ACFDAU RS02045 WP 413438413.1 YYQAQGKSVLLAAGDTFRAAAREQLMVWGERNNVAVIAQDGGDSAAVIFDAIAAARARGIDIVLADTAGRLPTQLNLMEE 243
NTDB id 1118 NGFG RS11455 WP 003696286.1 YFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE 319
consensus !*!!!!!!!!!!!!!!!!!!!!!!! !! !!!! !! ! !!!!!!*!!!* !!*!!!!!!!!!!!!!!!!!!!*!!!!

logo IKRKVKRVI
LQKAEIPGTAPHE I

V
I
L
L
VVLDANI

TGQNAVNTQVKAFDDALGLVTGL IVLVTKLDGTAKGGI
V
I
LAAI

LAKSDTRPHVP I
VRFYIGVGEGS

NTDB id 1055492 ACFDAU RS02045 WP 413438413.1 IRKVKRVIQKAEPTAPHEVLLVLDANTGQNAVTQVKAFDDALGVTGLVLTKLDGTAKGGVIAAIAKTRPHPIRFIGVGES 323
NTDB id 1118 NGFG RS11455 WP 003696286.1 IKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEG 399
consensus !*!!!!!*!!! ! !!!!***!!!!! !!!!! !!!!!!!!!!*!!!**!!!!!!!!!!**!!*! !!*!*!*!!!!!

logo

I
L
D
EDLRPFDVAQRADFVDALFLDEGPAP

NTDB id 1055492 ACFDAU RS02045 WP 413438413.1 LEDLRPFVAQDFVDALFEGPAP 345
NTDB id 1118 NGFG RS11455 WP 003696286.1 IDDLRPFDARAFVDALLD.... 417
consensus **!!!!! ! !!!!! *****

X non conserved

X similar

X ≥ 50% conserved


