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Introduction Results

DNA methylation is a promising biomarker for early cancer detection and
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We developed a multiplex 4-biomarker panel for the Hypermelt platform and compared the analytical sensitivity and specificity of the digital platform to that of a
guantitative methylation-specific PCR reaction. The Hypermelt platform demonstrated a lower limit of detection and quantification than both the single-plex and multi-
plex assay in gMSP format. The Hypermelt platform also tolerated higher background, and demonstrated specificity down to 0.00005% methylated/ unmethylated.
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