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Circulating cell-free DNA methylation assay: towards early cancer detection and minimal residual disease
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INTRODUCTION RESULTS
DNA methylation is one of the earliest frequent signatures during cancer development, and its distinct Figure 2. PredicineMETH NGS assay can reliably detect methylation using as Figure 3. PredicineMETH can distinguish samples from different sources.
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A. GM12878 gDNA was fragmented by sonication to mimic cfDNA and subjected to differential DNA methylation profiles.

iInvasive approach, plasma cell-free DNA (cfDNA) has been widely used for clinical applications. In this
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