
logo MFSFFKRRFKKKQTEQETPSADLSAEEASQSVAQDETVAQAQKPDVEPSEVAQIVGNIKEDVESDLAEPASAVEKGPRAESAVETVSGAVEQVKEQTTVAEMVPQSAEAPGP
NTDB id 331822 D5R55 RS15580 WP 126363402.1 MFSFFKRFKKTQESDSAESQSADVQQPDEP..............SDAPAAEPR.................QTAEVPQAPP 49
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !!!!!*! !! * ! ! * * !***************! !* *!***************** !!*! **

logo

E
PAAEPARVVMTVTPTVENDSAGKRDEAEVAVETVEGEIAVGQVQEPAPPVALQTDTAEESAHKKLGSWALARLKQTGLAKSTGRDKMAKSNS ILATGVFGVGNGTKQIDGEDLYEE

NTDB id 331822 D5R55 RS15580 WP 126363402.1 PAAPAVVMTVTPTNDGRDEVVETVEI....V.PPPLQDASAKKSWLARLKTGLAKTG....SNITGVFVNTKIDEDLYEE 120
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAER.......VESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEE 153
consensus *!!* ******* *** ! !!! ****!**** *! ! !!!! !!!!* **** * !!! ! !!!!!!

logo LETAVL ILMTGSDAMGMVDEATEYLLMGKADLVREGKRVRSALGKGRLKTDGPNQEQLVKRDGALHKDEALLVYDEL ILKTPLEKPSLMVLGPERTAKEQPFLVI
MMI

LAGI
VNGAGKTTS

NTDB id 331822 D5R55 RS15580 WP 126363402.1 LETALLMSDAGVDATEYLLGALREKVRAGRLTDPQQVKDALHDLLVELLTPLEKSLMLG.RAQPLVMMIAGVNGAGKTTS 199
NTDB id 1118 NGFG RS11455 WP 003696286.1 LETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTS 233
consensus !!! !* ! !**!!!!!* *! *! ! !** ** !!** ! *!* !!!!*!*!** ! !*!*!!*!!!!!!!!

logo IGKLAKHYFLQASFQDGKQSVLLAAGDTFRAAAREQLAQAVWGEGRNNVTVI
V
Q
SQETSTGDPSAAVCI FDAVQSAAKRARGKIDI

V
M
V
L
MADTAGRLPTQ

NTDB id 331822 D5R55 RS15580 WP 126363402.1 IGKLAKHLQSFDQSVLLAAGDTFRAAAREQLAVWGERNNVTVVQQESGDPAAVIFDAVSAARARKIDVMMADTAGRLPTQ 279
NTDB id 1118 NGFG RS11455 WP 003696286.1 IGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQ 313
consensus !!!!!!* ! !!!!!!!!!!!!!!!!!! !! !!!!!!* ! *!!*!!!*!!!! !!*!! !!***!!!!!!!!!!

logo LHLMEE I
LKKVKRVI

L
A
QKAHIDPGAPHE I

V
I
L
L
VVI

LDANI
TGQNALVNTQVKAFDDALGLTGL IVTKLDGTAKGGI LAAI

LARSDQRPVPVRYFY
NTDB id 331822 D5R55 RS15580 WP 126363402.1 LHLMEELKKVKRVIAKAHDGAPHEVLLVIDANTGQNALTQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPVPVYF 359
NTDB id 1118 NGFG RS11455 WP 003696286.1 LHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRY 393
consensus !!!!!!*!!!!!!* !!**!!!!!***!*!!! !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!! *

logo IGVGEGKI
V
D
EDLQRPFDSARVAEFAVDALLDG

NTDB id 331822 D5R55 RS15580 WP 126363402.1 IGVGEKVEDLQPFSAVEFADALLG 383
NTDB id 1118 NGFG RS11455 WP 003696286.1 IGVGEGIDDLRPFDARAFVDALLD 417
consensus !!!!! **!! !! ! ! !!!!

X non conserved

X similar

X ≥ 50% conserved


