epigenomics

DNA Methylation Amplification

Epigenomics utilizes MethyLight, a fluorescence-based real-time PCR
technology, for high-throughput methylation detection and quantification using
DNA methylation specific probes. Epigenomics has customized MethyLight for:

¢ Quantitative methylation measurement: Quantitative MethyLight (QM).
¢ Sensitive methylation measurement: Heavy Methyl (HM).
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