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Exploration of Novel Diagnostic and Therapeutic Approaches for Breast Cancer
Using an Innovative Liquid Biopsy Method

OIKAWA, Masahiro
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Using a novel liquid biopsy method, Plasma Exome and Genome Analysis by
Size-Selection and Unbiased Sequencing (PEGASUS), which enables high-sensitivity detection of
circulating tumor DNA (ctDNA) without relying on mutation information or hotspot mutation data in
primary or metastatic lesions, we analyzed plasma samples from patients with HER2 receptor-positive
breast cancer. The appearance and disappearance of ctDNA could be confirmed in accordance with
clinical progress, suggesting potential applications in predicting treatment efficacy and
stratifying high-risk cases in the future.
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