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Development of a system for predicting the risk of nivolumab-induced
immune-related adverse events
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One of the immune checkpoint inhibitors, nivolumab, activates the antitumor
cytotoxic activity of T cells. As is common with many cancer treatment strategies, treatment with
nivolumab can lead to specific adverse drug reactions, otherwise referred to as immune-related
adverse events (irAEs). Although the precise mechanism(s) associated with the development of irAEs
remains unclear, it is becoming increasingly important to identify biomarkers to predict the type
and possible severity of irAEs that could occur in patients after treatment.

Here, to identify clinically useful genetic markers for predicting the risk of nivolumab-induced
irAEs before starting treatment, we performed a genome-wide association study in a total of 622
Japanese patients, and identified 90 SNPs as possible genetic susceptibility factors for the risk of

nivolumab-induced irAEs. In the subgroup analysis, we identified an SNP that could be a predictive
marker for the risk of nivolumab-induced hypothyroidism.
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