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Participation to dynamic structural biology by using NMR and application to
drug developments

Solution NMR spectroscopy is a unique and powerful technique to directly connect the
structural dynamics of proteins under physiological conditions to their biological activity and
function. Taking advantage of the NMR capacity to quantify the conformational equilibrium of
proteins, we have been analyzing the dynamics of several protein systems to unveil their
functional mechanism. The analysis of protein dynamics is not only important for the
understanding of biological function, but also in the design of specific ligands for
pharmacologically important proteins. Here, we discuss our recent studies in transcription
regulation mechanism of multidrug transcription factors, our methodological developments that
would contribute to the structural analysis of large protein systems, and application of NMR

dynamics information to drug developments.
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