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With the development of genome analysis technology, many genomic variants
have been reported, but the mechanism of many of them is still unknown. Since changes in the
dynamics of protein structures affect drug sensitivity, it is crucial to understand the effects of
variants on dynamics to elucidate their mechanisms. Proteins are composed of a large number of
atoms, and the structural dynamics are represented as ultra-high dimensional data. In this study, we

extracted features representing changes in structural dynamics from time-series data obtained by
molecular dynamics simulation using informatics methods and investigated visualization
representations.
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