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Visualization of protein dynamics in molecular crowding environment

Oroguchi, Tomotaka
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The recent studies have shown that protein functions are modulated in
molecular crowding environment such as intracellular environment. However, since there are no
methods that can visualize protein dynamics in molecular crowding environment, the mechanism of how
the environment modulates protein functions is unclear. In our previous studies, we have developed
the MD-SAXS method that combines molecular dynamics simulation and solution X-ray scattering
experiment, and the method enables us to visualize protein dynamics in dilute solution of in vitro.
In this study, we are developing the method that visualizes protein dynamics in molecular crowding
environment based on the MD-SAXS method.
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