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Tomotaka Oroguchi

[Research Subject] Protein functional dynamics investigated by X-ray solution

scattering experiment and molecular simulation
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We will investigate protein functional dynamics in solution by combination of X-ray scattering

experiments and molecular simulations.

Research Group Activity

Protein dynamics in solution
investigated by MD and SAXS
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Functional domain motion of restriction
endonuclease revealed by MD-SAXS method

Coupled and folding mechanism
of intrinsically disordered protein
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Folding of F1-ATPase ¢ subunit induced by
ATP binding (MD and SAXS analyses)
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Correlation between protein
dynamics and hydration water
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(a) Domain motion of GDH, and (b) dehydration
associated with domain closure motion

Development of structural
analysis method by coherent
X-ray diffraction imaging

Imaging of multiple
biomolecules
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