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Elucidation of the mechanism of changes in pharmacokinetics during disease state
focusing on organ-specific miRNAs in body fluids
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By analyzing variations in miRNA expression and RNA methylation caused by
lifestyle-related diseases such as diabetes mellitus, we aimed to predict the functions of
pharmacokinetic-related genes and to optimize drug treatment. Our results suggest that exposure to
high levels of glucose, assuming a hyperglycemic state, causes a decrease in the expression of HepG2

intracellular miRNAs. It was also suggested that the specific miRNA regulates the genetic
expression by directly binding to the 3 "UTR of drug transporter gene. The hyperglycemic condition
not only affected the miRNA expression but also changed the expression of FTO protein. Diabetes may
regulate drug transporter gene expression by promoting m6A modification.
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