
logo MFSFFKRKRKKPKPQEVETPAALEEPALAQSVQEPTAAKVESEVADQIPVAGANIKEDVESLAESVKGRAEPASATLVEQATTVPSGLAVEQVKTEPDTI
V
A
PEAMPSVEPA

NTDB id 360539 FAZ30 RS07135 WP 124645114.1 MFSFFKKKPKPVETPAAEPLASQP.........ADIPAA...............APATLQATPLA....TPDIPEAPVPA 52
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQE.TPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEA 79
consensus !!!!!**!*!* *!!! !* !**********! !** ***************!* * * !**** * **! ! *!

logo

G
PEAAERVESAKEAVAETVGENAPTVGPPQPVQVESAAVAETPTEPAEHRKLQGSWATAERLKQTGLASKSTRDKLMAGKSLAGLVFGGGKQIDGEDELYEELETVL IL

NTDB id 360539 FAZ30 RS07135 WP 124645114.1 PE.................NPTPPPVSAAAEPPARKQSWTERLKTGLSKTRDKLGKSLAGLFGGGKIDEELYEELETVLL 115
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLI 159
consensus *!***************** * *** ! ! ** *! ! !!! !! !*!!!**!!!!!*!!!! ! !*!!!!!!!!!*

logo TAGDMGMDEATEVHYLLMKQDVREGRVSLKGLKDGNSELKRGALKDEASLNYDL IHKPLEKPLDVLVPSEGTKEKPFVIML
MAGI

VNGAGKTTS IGKLAK
NTDB id 360539 FAZ30 RS07135 WP 124645114.1 TADMGMDATVHLLQDVRERVSLKGLKDGSELKGALKDSLNDLIHPLEKPLDVS.GKKPFVIMMAGVNGAGKTTSIGKLAK 194
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAK 239
consensus !*!!!!*!! *!* !!! !!!!!!!!!! !!*!!!!* ! !!!*!!!!!! *** ! !!!!!*!!*!!!!!!!!!!!!!!

logo YFYQAQQGKSVLLAAGDTFRAAAREQLMQAWGEGRNNVTVIASQQTGTGDASAAVCFDAI
VQAAKTARGIDIVLADTAGRLPTQLHLMEE

NTDB id 360539 FAZ30 RS07135 WP 124645114.1 YYQQQGKSVLLAAGDTFRAAAREQLMAWGERNNVTVIAQQGGDAAAVCFDAIQAATARGIDIVLADTAGRLPTQLHLMEE 274
NTDB id 1118 NGFG RS11455 WP 003696286.1 YFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE 319
consensus !*! !!!!!!!!!!!!!!!!!!!!! !!! !!!!!!! ! !! !!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo IKKVKRVI
LQKAI

LPDGAPHE I I LVVLDANIGQNAI
V
N
SQVKAVFDDALGLTGL I LVTKLDGTAKGGI

V
I
LAAI

LAKSDQRP I
VPLVRFYI

VGVGEGS
NTDB id 360539 FAZ30 RS07135 WP 124645114.1 IKKVKRVIQKALPDAPHEIILVLDANIGQNAISQVKVFDDALGLTGLILTKLDGTAKGGVIAAIAKQRPIPLRFVGVGES 354
NTDB id 1118 NGFG RS11455 WP 003696286.1 IKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEG 399
consensus !!!!!!!*!!!*! !!!!!!*!!!!!!!!!!* !!! !!!!!!!!!!!*!!!!!!!!!!**!!*! !!*!*!**!!!!

logo IDDLRPFDNASKRADFYVDALFLD
NTDB id 360539 FAZ30 RS07135 WP 124645114.1 IDDLRPFNSKDYVDALFD 372
NTDB id 1118 NGFG RS11455 WP 003696286.1 IDDLRPFDARAFVDALLD 417
consensus !!!!!!! * *!!!! !

X non conserved

X similar

X ≥ 50% conserved


