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We have conducted a structure modeling of the transmembrane part of the stator
complex MotA/B in the flagellar motor of Escherichia coli and investigated the proton permeation process.
We found that hydrophobic channels are formed in MotA/B and protons are transported as hydronium ions
through the channel. We also found that protonation/deprotonation of Asp32 can induce a ratchet motion of
the cytoplasmic domain. This research result is now in press in the Proc Natl Acad Sci USA.
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