2021 2022

T TCR

Development of the platform of comprehensive analysis of TCR-antigen pairs for
adoptive T cell therapy
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Tumor-infiltrating lymphocytes (TILs) were isolated from resected specimens

of two cases of leiomyosarcoma, and TCR repertoire and gene expression analysis were performed at a
single-cell level. In both cases, highly clonal T cells were identified and these T cells were
likely to recognize the tumor. We selected multiple TCRs and generated TCR-transduced T cells (TCR-T
cells) for each of them. Since autologous tumor cell lines could not be established, cDNA libraries
were constructed from RNA extracted from the tumor cells. These cDNA libraries were then
transfected into HEK293T cells overexpressing the patient’ s HLA. Subsequently, we co-cultured TCR-T
cells with these target cells to confirm immune responses and attempt to detect any positive
reactions.
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Primary T cells transduced with TCRs

None
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