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Development of a new method to predict disease-causing mechanisms of missense
mutations

HIJIKATA, Atsushi
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Estimating molecular mechanisms of missense mutations on a particular
disease is still challenging in the research field. In this study, I analyzed disease-causing
missense mutations with its positions on protein structure, esEecially on macromolecular structures
and found a clear relationship between the disease-causing mechanisms and the mutation residue
positions on the 3D structures. According to the relationship, 1 developed a novel method to predict

the disease-causing mechanisms caused by given missense mutations.
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