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Identification of predictive biomarkers for immune checkpoint inhibitors using T
cell receptor repertoire analysis

kinouchi, toshiro
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In our study, we collected blood samples from 20 advanced kidney cancer
patients, before anti-PD-1 treatment (nivolumab) and at 1, 3 and 6 months after starting
nivolumab. We found that responders of nivolumab had expansion of certain T cell clones even in
PBMCs, suggesting that T cell receptor analysis with next-generation sequencing can be a strong tool

in addressing patients who respond to immune checkpoint inhibitors.
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