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OAdjuvant chemotherapy has reduced the risk of tumor recurrence and improved survival in 147 institutes in Japan and Taiwan 2500 patients

OAnalysis of ctDNA status can be utilized as a non-invasive biomarker for risk stratification and to

OWe are conducting a prospective, observational study to monitor the ctDNA status and to O CT and computed tomography (CT) Planned analysis #1: Association between CMS phenotype and RNA-seq data
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establish the registry data in stage II-1V CRC patients who underwent surgical resection as part of
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CIRCULATE-Japan project (Fig. 1). O The study utilizes a personalized, tumor-informed ctDNA assay (Signatera™ bespoke multiplex

PCR NGS assay) based on whole-exome sequencing of tumor tissue sample.
O The procedure of ctDNA assay is outlined in “Schematic of Molecular Protocol (Fig. 3)”.
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O Blood samples will be collected at following time points; at pre-surgery and 1, 3, 6, 9, 12, 18, and 7Z [ ]
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24 months of post-surgery, and at the same time the CT image will be performed.
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