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I performed free energy calculations for large biomolecular complexes using
coarse-grained simulations. | identified a group of molecules that stabilize tRNA in the ribosome by
calculating the dissociation free energy of tRNA. Additionally, | investigated the concentration
dependence of molecular dissociation in crowded environments using Brownian motion simulations. |
developed a method to calculate the diffusion coefficient of tRNA in crowded environments, which
made it possible to calculate dissociation times from biomolecular complexes using these diffusion
coefficients.
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