Evaluation of a Genome-Wide Methylome Enrichment Platform for Circulating Tumor DNA
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BACKGROUND

e Circulating tumor DNA (ctDNA) can be utilized to identify the presence e The cohort included 148 samples from individuals e Individuals with ctDNA quantification above the cutoff displayed significantly worse event-free survival both in the overall e This data demonstrates
of cancer as well as minimal residual disease. with newly diagnosed, invasive RCC (Table 1, Figure 1). cohort (Figure 2), and in the sub-population with stage I-1ll disease (Figure 3). the feasibility of using a

o The median follow-up time was 15.7 months, - e
with 21 events. blood-based genome wide
methylome enrichment

RESULTS

CONCLUSIONS

e Quantification of ctDNA using plasma-based tests can be a useful
cancer management tool to assess prognosis; however, some

methodologies also require tumor tissue for analysis or are limited to Figure 2. All Stage Kaplan—Meier Analysis Depicting Event-Free Survival atform for ctDNA
tumor types that tend to have higher amounts of associated ctDNA. Table 1. Clinico-Pathologic Information (N=148) Individuals were stratified on the basis of ctDNA quantification being above or below the 95% specificity cutoff. P e _
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