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Research progress in cell free DNA methylation detection technology
and its application in non-neoplastic diseases”
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Abstract: Cell-free DNA has emerged as a novel and non-invasive clinical sample type. The methylation
patterns of cell-free DNA are tissue-specific and can reflect the DNA methylation status of the source cells.
Therefore,they have the potential to serve as important biomarkers in clinical disease diagnosis and treat-
ment. The article aims to review the recent developments in commonly used cell-free DNA methylation detec-
tion techniques,as well as the research progress of cell-free DNA methylation in non-neoplastic diseases such

as neurodegenerative diseases, psychiatric disorders, cardiovascular diseases, diabetes mellitus, and birth de-

fects.
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