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Elucidation of stem cell-specific post-transcriptional regulation
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In this study, we aimed to establish a molecular basis for the regulation of
stem cell-specific RNA methylation. Ribosome Profiling in human iPS and ES cells and human
fibroblast (HDF) cells revealed that the genes that are specifically translationally active in stem
cells are mainly those involved in RNA metabolism. Furthermore, the results of RNAi screening
suggest that genes involved in RNA modification may be important for stem cell function. Therefore,
we confirmed the expression level of small RNA, which is expected to be bound by the identified RNA
modification-related proteins, was more than 5-fold higher in stem cells than in HDF cells.
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G0:0000278: mitotic cell cycle

G0:0006259: DNA metabolic process

R-HSA-212436: Generic Transcription Pathway
G0:0006325: chromatin organization

G0:0006974: cellular response to DNA damage stimulus
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