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Development of personalized medicine for rheumatoid arthritis by integrating
different research levels

Onishi, Akira
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In rheumatoid arthritis SRA), the efficacy and side effects of methotrexate
(MTX), the first-line drug, vary widely among individuals. We comprehensively analyzed drug
metabolism-related gene single nucleotide polymorphisms (SNPs) and constructed a prediction model of
MTX efficacy and side effects, including clinical factors. To enhance the external validity of the
model, polyglutamylated MTX (MTX-PG) concentrations were used to extract more biological SNPs.
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