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in situ function-related dynamical analyses of proteins
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Membrane proteins play fundamental roles in many biological processes. Over the past decade, our
structural understanding of membrane proteins has dramatically progressed by X-ray crystallography
and cryo-electron microscopy. However, these structures basically represent their static snapshots.
Recently, accumulating evidence has suggested that membrane proteins are structurally dynamic. In
this respect, solution NMR is the best approach for obtaining dynamic structural information about
the membrane proteins under physiological conditions. In this lecture, we present our strategy for

function-related dynamical analyses of the membrane proteins and our recent results.
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