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Background

Brief overview of CheckMate 77T and clinical context:

Figure 1. Schematic diagram of MRD workflows
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Figure 3. EFS by ctDNA clearance during neoadjuvant phase
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» Samples collected during neoadjuvant phase (NEO C1D1, NEO END)
» Samples that have both TIBP WES and Illumina WGS readout
»  Filtering yields 111 samples from 60 unique patients

* A high overall concordance rate (92% OPA) was observed between the TIBP WES and Illumina WGS .
platforms. The concordance rate prior to neoadjuvant treatment was 95% and 89% at the end of
neoadjuvant treatment (Table 5)
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Rate of ctDNA clearance during neoadjuvant phase (ctDNA change from “present” to “absent”) by arm. Both
platforms showed higher ctDNA clearance rate in NIVO compared to PBO arm. Directional consistency with
previously published findings (Figure 2) )
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