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Understanding the biological roles of circular RNAs through the analysis of
their translation mechanisms
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This study aimed to map circular RNAs écircRNAs) and establish an analysis
pipeline to elucidate the translation mechanism of circRNAs and the physiological significance of
their translation products, which have been overlooked to date. We identified approximately 6700
circRNAs expressed in human pluripotent stem cell lines. To determine whether these circRNAs are
translated, we identified the regions where they are translated in human pluripotent stem cells
using a ribosome profiling strategy. We found that approximately 28,000 regions were translated in
human pluripotent stem cells, of which approximately 60% were known coding sequences (CDSs), 20%
were variants of known CDSs, and the remaining 20% were novel translated regions. As described
above, this study succeeded in obtaining baseline data that will serve as a stepping stone for
mapping and translational analysis of circRNAs expressed in pluripotent stem cells.
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