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Detection of the Recombinant MotX Protein of Vibrio fluvialis
in Escherichia coli with Immuno-Gold Labeling Method
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The rotation of the flagellar motor is powered by the electrochemical gradient of specific ions across the cytoplasmic membrane.
Recently, the genes of the Na*-driven motor have been cloned from marine bacterium of Vibrio sp. and some of the motor proteins
have been purified and characterized. Also, motX gene encoding a channel component of the sodium type flagellar motor was
identified from Vibrio fluvialis (KTCC 2473). The amino acid sequence of MotX protein from -V. fluvialis shared 90, 85, 85% identity
with V. cholerae, V. alginolyticus, V. parahaemolyticus, respectively. We have studied the localization of the expressed MotX protein
in Escherichia coli by immuno-gold labeling of ultra-thin frozen section. Our observation of the expressed protein indicated that MotX
protein could be existed as attachment to inner membrane in E. coli.
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Hol 919m™ (Yomohiro and Michio, 2001), V. parahaemolyti-
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(Jaques et al, 1999; McCarter, 1994a; 1994b), V. alginolyticus®]
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V. fluvialis MotX @A 9] 211719 o}n|iit NEE V. chole-
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= 85%, V. parahaemolyticus$h= 85% 9 &L FAHIE 7HAR
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Fig. 1. Alignment of amino acid around the putative membrane spanning region of V. fluvialis MotX (211 aa) with
known MotX amino acid sequences of Vibrio sp. Alignment was performed by the ClustalW program.
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MotX @¥d FAHE o] &3t westerns T 23 W ©¥
oA MotX ©#ide] A3 E FAdAth o€ 7|&Y V. para-
haemolyticus, V. alginolyticus®] MotX ©¥ 29 Ao} f{ALg
Fde JEP AR V. fluvialis®] BSE DE Vibrio sp.EH
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gma, USA)E ©ol&3 At o] ¥ MotX ©¥dd & A=
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Fig. 2. Transmission electron micrographs of E. coli harboring
pVFMX6 (A and B). MotX was detected by immuno-
gold conjugated anti-rabbit IgG followed by anti MotX
antibody after 2h from IPTG induction. Arrows indi-
cate the MotX protein. Bars, 100 ym.
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