
logo MF
LSFFLRRKKKNQTEPETDPAQLPEQEATAQVEQETALAEKTVEVSEVAQIVGNIKEDEVESLAESVKGRAESAVETVSGAVEQVKETVAEMQPSEPAGQ

NTDB id 1161678 ACORJT RS04670 WP 185977732.1 MLSFLRRKKNTPEDQPQETAVEETLAETV...........EEVES.............................QPSPAQ 40
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus ! !! !!!! * * * ! ! !! ! ***********!*!!!***************************** !!*!

logo EATPAENRFVEQSAPKEAVYAEEQPTVEGEQASVGEQLVPQAEAETVAVDTATEEPEHKKLGFWAFARLKQGLASKSTRDRKSFMATDKSLAGTLVFLGGRGKEQIDGDEDLLYEELEMTI
VL

NTDB id 1161678 ACORJT RS04670 WP 185977732.1 ETPAENFEQP...YEQPVEQSV.ELPAETVDAEPEKKGFFARLKQGLSKTRRSFTDSLATLVLGRKEIDDDLLEELEMIL 116
NTDB id 1118 NGFG RS11455 WP 003696286.1 EA.AERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAG.VFGGGQIGEDLYEELETVL 158
consensus ! *!! ! **** *! !* ** !**! !* !!!!!!! !*! !!! *! ! ! *!! !!!! *!
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NTDB id 1161678 ACORJT RS04670 WP 185977732.1 LSADVGVEATDKIIRNLTDQVSRKELKDPDALIVSLKQQLQALIDPMARPLQIDEFLQSNGGPYVILMVGINGVGKTTTI 196
NTDB id 1118 NGFG RS11455 WP 003696286.1 ITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVL....PETKEPFVIMLAGINGAGKTTSI 234
consensus ***!*!*!!!* *** * !! ! !!!* ! !! ! !! !* *!! ****** !*!!** !!!! !!!!*!

logo GKLAKKYFQALEQGKSVLMLAAGDTFRAAARVEQLQATWGEGRNNVPTVIASQKTTGADSAAVCI FDAVQASAKARGNIDI
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NTDB id 1161678 ACORJT RS04670 WP 185977732.1 GKLAKKFQLEGKSVMLAAGDTFRAAAVEQLQTWGERNNVPVIAQKTGADSAAVIFDAVQSAKARNIDVLIADTAGRLHTQ 276
NTDB id 1118 NGFG RS11455 WP 003696286.1 GKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTG.DSAAVCFDAVQAAKARGIDIVLADTAGRLPTQ 313
consensus !!!!! !! !!!!*!!!!!!!!!!! !!!! !! !!!!*!! ! !!*!!!!!*!!!!! !!!! !!***!!!!!!! !!
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NTDB id 1161678 ACORJT RS04670 WP 185977732.1 SNLMEELKKVKRVIGKVDDTAPHEVMLVIDAGTGQNALNQTKQFHEAVAVSGITLTKLDGTAKGGIIFALAEQCQIPIRY 356
NTDB id 1118 NGFG RS11455 WP 003696286.1 LHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRY 393
consensus *!!!!*!!!!!!* ! * !!!!***!*!! !!!!*!! ! !**!****!* *!!!!!!!!!!!* !!! ***!*!!

logo IGVGEGS IDDLKRPFDASKRAQFTVDEALFLDENDSE
NTDB id 1161678 ACORJT RS04670 WP 185977732.1 IGVGESIDDLKPFDSKQFTEALFENDSE 384
NTDB id 1118 NGFG RS11455 WP 003696286.1 IGVGEGIDDLRPFDARAFVDALLD.... 417
consensus !!!!! !!!!*!!! * ! *!! *****

X non conserved

X similar

X ≥ 50% conserved


