
logo MFSFFKRRFKKKQTEQETPADLPAEEASQSVAQDEATAQAQKTDVEPSESDVAPQIVGNIKEDVESLAEA
SVEKAGPRAESAVETVSGAVEQVKEPTAVAEMVPQSEPAAG

NTDB id 1030089 AB5985 RS02290 WP 146253662.1 MFSFFKRFKKTQEPDPAESQSADAQQTDEPSDAP..............AVEAP.................PAAEVPQPAA 49
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !!!!!*! !! ! * ! ! * !* !*************** ! ******************** !!*! *!*

logo

E
PAAVEVMTVTPRTVENDSAGKRDEAEVAVETVEGEIAVVGQVQEPAPPVALQTDTAEETAHKKLGSWALARLKQTGLAKSTGRDKMAKSS ILATGVFGVGNGTKQIDGEDLYEELET

NTDB id 1030089 AB5985 RS02290 WP 146253662.1 PAVVMTVTPTNDGRDEVVETVEIV.....PPPLQDATAKKSWLARLKTGLAKTG....SSITGVFVNTKIDEDLYEELET 120
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAE....RVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELET 156
consensus *! ***** *** ! !!! ******** *! ! !!!! !!!!* **** !* !!! ! !!!!!!!!!

logo

A
VL ILMTGSDAMGMVDEATEYLLMGKADLVREGKRVRSALGKGRLKTDGPNQEQLVKRAGALHKDEALLVYDEL ILKTPLEKPSLMVLGPERTAKEQPFLVI

MMI
L
A
TGI

VNGAGKTTS IGK
NTDB id 1030089 AB5985 RS02290 WP 146253662.1 ALLMSDAGVDATEYLLGALREKVRAGRLTDPQQVKAALHDLLVELLTPLEKSLMLGR.AQPLVMMITGVNGAGKTTSIGK 199
NTDB id 1118 NGFG RS11455 WP 003696286.1 VLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGK 236
consensus !* ! !**!!!!!* *! *! ! !** ***!!** ! *!* !!!!*!*!* * ! !*!* !*!!!!!!!!!!!

logo LAKHYFLQASFQDGKQSVLLAAGDTFRAAAREQLAQAVWGEGRNNVTVI
V
Q
SQETSTGDPSAAVCI FDAVQSAAKRARGKIDI

V
M
V
L
MADTAGRLPTQLHL

NTDB id 1030089 AB5985 RS02290 WP 146253662.1 LAKHLQSFDQSVLLAAGDTFRAAAREQLAVWGERNNVTVVQQESGDPAAVIFDAVSAARARKIDVMMADTAGRLPTQLHL 279
NTDB id 1118 NGFG RS11455 WP 003696286.1 LAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHL 316
consensus !!!* ! !!!!!!!!!!!!!!!!!! !! !!!!!!* ! *!!*!!!*!!!! !!*!! !!***!!!!!!!!!!!!!

logo MEE I
LKKVKRVI

L
Q
SKAHIDPGAPHE I

V
I
L
L
VVI

LDANI
TGQNALVNTQVKAFDDALGLTGL IVTKLDGTAKGGI LAAI

LARSDQRPVPVRYFYIGV
NTDB id 1030089 AB5985 RS02290 WP 146253662.1 MEELKKVKRVISKAHDGAPHEVLLVIDANTGQNALTQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPVPVYFIGV 359
NTDB id 1118 NGFG RS11455 WP 003696286.1 MEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGV 396
consensus !!!*!!!!!!* !!**!!!!!***!*!!! !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!! *!!!

logo GEGKI
V
D
EDLQRPFDSARVAEFAVDALLDG

NTDB id 1030089 AB5985 RS02290 WP 146253662.1 GEKVEDLQPFSAVEFADALLG 380
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEGIDDLRPFDARAFVDALLD 417
consensus !! **!! !! ! ! !!!!

X non conserved

X similar

X ≥ 50% conserved


