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Dissection of cell fate regulation by non-invasive genome and epigenome analysis

Watanabe, Akira
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Genomic aberrations and alterations of epigenome are associated with cell
differentiation and tumorigenesis. Current analysis for genome and epigenome after lysis of the
cells is far from continuous observation of the status. We have established non-invasive assay by
copy number analysis of cell-free DNA. The result was approximately close to DNA copy number
analysis of genomic DNA obtained by lysis of the cells. We developed novel in silico tools to detect

copy number mosaicism from results of the non-invasive DNA copy number analysis.
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