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Benefits of DNA Methylation Analysis
DNA Methylation
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Persistent gene regulation is a primary role of epigenetics. Methylation of DNA is frequently associated with
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different cell types. We have identified panels of methylation markers that are specific to mesenchymal stem

cells or various differentiated cell types in the mesenchymal lineage (adipocytes, chondrocytes, etc.). This
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method of cell type identification has a number of advantages over conventional markers in that it is robust, is el ype /long Shortterm cell fy"pmeb;gg"ge"”‘" cell
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Applications of DNA methylation analysis in regenerative medicine will be in two areas: (1) test kits for quality
control of therapeutic cell products, which characterize cell identity, purity and potency and (2) screening
assays for the identification of novel growth and differentiation factors.
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Methylation = Gene repression
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Specific to current cell status

DNA-Methylation pattern is a fingerprint of each cell type
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Product vision: A general cell-based drug screen for all applications

It was shown that the analyzed cell types from the
mesenchymal lineage and other lineages possess
distinct DNA methylation patterns. DNA
methylation markers can be assayed by SNuPE and

can be used for quality control of cultured cells.
Furthermore, the concept of using DNA
methylation analysis to detect differentiation
processes was presented and is applicable for
screening assays allowing the identification of
novel growth and differentiation factors.




