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WFZE R R OMEZE (23L) : The research representatives compared the fibroblast—derived iPS cells
(F-iPS) and the renal epithelial cell-derived iPS cells (K-iPS) and performed a combined analysis of
genome—wide DNA methylation analysis and Microarray analysis
As results, K-iPS with many epigenetic memory genes inherited from the original cell was considered
to be suitable for inducing differentiation into the kidney. Also, several new renal lineage
differentiative induction factors could be identified although there are not many genes that change
DNA methylation and protein expression with match. Furthermore, iPS formation (Reprogramming) using
kidney cancer cells was examined in order to examine the epigenetics concept of cancer stem cells,
but it was difficult to establish iPS cells due to the peculiarity of cancer.
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