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Detection of differences in protein dynamics caused by genomic variant
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The numerous genomic variants have been reported with the improvement of
genome sequencing technology, whereas many of the detected variants are unclear in relation to
mechanism of disease and drug efficiency. In order to know the influence of each genomic variant on
disease and drug efficacy, it is necessary to understand the change in the three-dimensional
structure of the protein. In this study, | worked on the development of a method to detect the
dynamic change of protein structure caused by genomic variant that affects drug sensitivity, and to
identify the constituent amino acids related to the change. The method has been validated using EGFR

epidermal growth factor receptor , for which the association between variant and drug resistance
has been confirmed, and its usefulness was confirmed.
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