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Study summary

144
Stage III colorectal cancers

36
Recurrence cases

127
Recieved adjuvant chemotherapy

36
Months follow-up

144
Tumor samples

1283
Plasma samples

144
Germline samples

Whole-genome sequencing
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Key points
Whole-genome sequencing at 20x coverage enables 
detection of circulating tumor DNA (ctDNA)

Processing of paried samples in two independent 
laboratories shows great inter-lab reproducebility

De-novo mutation calling of high-burden ctDNA samples 
identifies novel genomic alterations exclusive to plasma samples

Extraction of 
circulating free DNA

Release of DNA
from tumor cells

circulating tumor 
DNA (ctDNA)
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ctDNA post adjuvant chemotherapy

Disease surveillance using ctDNA Inter-lab reproducibility

Pre-surgery ctDNA detection Post-surgery ctDNA detection

E!ect of adjuvant chemotherapy
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ctDNA results
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In compliance with C2i’s assay QC sample acceptance criteria, the assay performance is (SN,SP,PPV,NPV) = (0.58,0.90,0.58,0.90)
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p < 0.0001 (log-rank)
HR: 29.2 [95% CI: 10.2-83.8]
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In compliance with C2i’s assay QC sample acceptance criteria, the assay performance is (SN,SP,PPV,NPV) = (0.56,0.99,0.90,0.91)
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* Analysis includes plasma samples drawn after end of de%nitive 
treatment (either surgery or surgery + adjuvant chemotherapy)

ctDNA was detected prior to radiological recurrence in 24/30 
patients. Median lead-time was 5.3 months calculated from 
end of de%nitive treatment. Median lead-time was 10.9 
months calculated from %rst ctDNA detection. Tumor Fraction - Lab ”A”
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A ctDNA status of paired plasma samples processed in independent laboratories

96% (165/172) of 
samples classified alike

ctDNA positive in both laboratories
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