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New approaches for biostructure modeling from low-resolution experimental data
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In this research, we have developed new approaches to address some
limitations of the flexible fitting method for constructing detailed atomic structure models from
low-resolution cryo-electron microscope data by utilizing molecular dynamics simulations. First, we
established a method to evaluate the accuracy of resulting models by performing multiple fitting
trials with different parameters. In addition, we have developed an algorithm that refines the
estimation of the three-dimensional lattice size of electron microscopy data, which is important for

accurate modeling.
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