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SELVAQI EVAGNIKEDVEAS ILAPESVKGRAESAVETVSGAVEQVKVAEPTSVAEPAMPASEAGEVATASDEPR
NTDB id 41936 CFU RS02990 WP 014004573.1 MFSFFKKKPKPEVIPQPKPSAP.......AELAQIEA.....VEAIP....................VVAPSAPAPAEAGVTSDP 53
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAGEAAER 85
consensus !!!!!**!*!*! ** * * ******** !*!!! ******!! **********************! * !* ! !!! **

logo VEVSAKEAVAEPETVEGEPAAVEGQTEVI
Q
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VAAVAPTVATAEEHQKLRGSWALASRLKQTGLASKSTRSDSKMAKNSLASGI LVFGVGAGKQIDGDEDLYEELESTAVL ILTVGSDAMGMVDEATEHFY

NTDB id 41936 CFU RS02990 WP 014004573.1 VV......APEVEPAAETEIVAAPVAAEQKRSWLSRLKTGLSKTSS....NLSILFVGAKIDDDLYEELESALLVSDAGVDATHF 128
NTDB id 1118 NGFG RS11455 WP 003696286.1 VESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEY 170
consensus ! ******!* ! *! ! * !*! ! !!! !! !* **** ! *! !* ! *!!!!!!!* !* ! !**!!**

logo LLMKNADLVKRGKKRVKSDLDKGKLKTDEAGNVEQLVKRAGALKRESALL IYDL ILKTPLEQKPLVLDPEQTHKEQPFLVIMI
LAGI

VNGAGKTTSTIGKLAKHYFLQAHQGKKQSVLLAAGDT
NTDB id 41936 CFU RS02990 WP 014004573.1 LLNALKKKVKDDKLTEAVQVKAALRSLLIDLLTPLQKPLVLDQ.HQPLVIMIAGVNGAGKTTTIGKLAKHLQAHKQSVLLAAGDT 212
NTDB id 1118 NGFG RS11455 WP 003696286.1 LMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDT 255
consensus !* ** *! ! ** ***!!* ! !!* !! !!!!!* ** ! !!!*!!*!!!!!!!*!!!!!!* !!* !!!!!!!!!

logo FRAAAREQLQTAIWGEGRNNVTVI SQETSTGDPSAAVACFDAVHQASAKQARGI
T
D
N
I
VVLMAVDTAGRLPTQLHLMDEE I

LKKI
VKRVI

L
G
QKAGI

M
A
P
G
TAPHE I ILLV

NTDB id 41936 CFU RS02990 WP 014004573.1 FRAAAREQLTIWGERNNVTVISQESGDPAAVAFDAVHSAQARGTNVVMVDTAGRLPTQLHLMDELKKIKRVIGKGMATAPHEILL 297
NTDB id 1118 NGFG RS11455 WP 003696286.1 FRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIV 340
consensus !!!!!!!!! !! !!!!!!!!! *!!*!!!*!!!!* ! !!! *!* !!!!!!!!!!!!!*!*!!*!!!* !*** !!!!!**
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VPVRYFYIGVGEGQIDEDLQRPFDAARAEFVDALLDN
NTDB id 41936 CFU RS02990 WP 014004573.1 VIDGNTGQNALAQVKAFDDALGLTGLVITKLDGTAKGGVLAAIATTRAIPVYFIGVGEQIEDLQPFDAAEFVDALLN 374
NTDB id 1118 NGFG RS11455 WP 003696286.1 VLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
consensus !*!*! !!!!* !!!!!!!!!!!!!!**!!!!!!!!!!*!!!*!* !**!! *!!!!! !*!! !!!! !!!!!!
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