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Understandings of the structural and functional mechanism
of proteins at atomic resolution contribute to the basic
sciences and structure-guided drug design.

We are interested in membrane proteins such as voltage-
gated ion channels, transporters, and peripheral membrane
proteins. We are also studying viral proteins, proteins involved
in translation, and so on. These proteins function under the
dynamic contexts of physiological phenomena. To reveal a
dynamic aspect of protein structures at atomic resolution, we
utilize combinations of structural biological analyses, such as
NMR and X-ray crystallography.

We generally use an £. colf expression system for structural
analyses and purify the target proteins. Then, we perform
physiochemical, biochemical, and structural analyses. To study
membrane proteins and peripheral membrane proteins, we aim
to establish how to perform structural analyses within

membrane using nanodiscs as membrane mimetics.
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