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In this study, we assessed the optimization of direct reprogramming method by
analyzing the expression data of transcription factor (TF)-induced ES cell lines and found that the
efficiency of cell differentiation examined by several cell type-specific markers was changed according
to the role of TFs in direct reprogramming process. We also examined different culture conditions that
alters genome-wide epigenetic status, and studied the results of TF-induction under different DNA
methylation status. For the comparison, DNA methylation profiles of several tissues were made, which is

expected to be used for the understanding the cell type-specific epigenomic patterns and the differences
between their descendants.
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