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Acquisition of basic data on cancer antigens for the development of vaccine
therapies for lung cancer.

Komuro, Hiroyasu
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In this study, freshly isolated cancer cells were collected from three lung
cancer specimens, from which CD8+T cells were isolated and analyzed for T cell RNA expression and T
cell receptor (TCR) genes using single cell analysis. On the other hand, DNA and RNA were extracted
from the tumor cells of the same three cases, and cancer antigens were predicted using Al. By
combining both information, tumor-specific T cell populations, and cancer antigens were identified.
49 TCRs In the T cell cluster expressing exhaustion markers such as ENTPD1 (CD39), PDCD1 (PD1), and
HAVCR2 (TIM3) were validated, and 9 TCRs were found to react with cancer antigens, suggesting that
it was a tumor-specific cluster. Seven cancer antigens were confirmed to be reactive.
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