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Identification of Treatment-Related Factors Using Multi-Region Analysis Before
and After Cancer Immunotherapy
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This study identified factors related to the effectiveness of cancer
immunotherapy through multi-region sequencing analysis conducted before and after treatment.
Specifically, we examined: (1) the evolution of tumor tissue pre- and post-treatment, (2)
differences in treatment effects across different organs within the same patient and their
pathological and genetic disparities, and (3) the development of resistance to immune checkpoint
inhibitors (ICIs) and related tumor characteristics. We identified subclones associated with
treatment effectiveness and elucidated the biological and immunological features of “ malignant
subclones” involved in cancer progression. Additionally, we validated the malignancy of these
subclones using public databases and assessed the impact of selective pressures by analyzing
mutation pathogenicity and subclone growth processes.
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