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Study on the dynamic structure change of membrane supramolecular flagellar motor
and the force generation
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The dynamic structural change of the stator in the sodium-driven flagellar motor
of Vibrio was analyzed for the mechanism of rotational energy conversion when the coupling ions flow in
the stator of the motor. The ion uptake activity by the stator has been detected directly and firstly in
vivo by atomic absorption analysis. In addition, although in Vibrio stator the mutation of the ion
binding residues, PomB-D24N, give comﬁletely nonfunctional penotype, the additional PomA-N194D mutation
suppress the defect. It is inferred that the ion binding capacity was recovered by the mutation.
Furthermor, the structure of the C-terminal fragment of PomB (PomBC) was determined by crystallographic
analysis and was compared with the structure of the correponding region of E. coli MotB. Based on these
structural information chimeric proteins PotB made of PomB and MotB were constrected and carried out the
functional analysis of these chimeric proteins.
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