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Ribosome profiling and its application in non-coding RNA study

QIN Yan*, ZHANG Ling-Yun, ZHANG De-Jiu
(Institute of Biophysics, Chinese Academy of Sciences, Beijing 100101, China)

Abstract: Non-coding RNA (ncRNA) is a class of endogenous RNA molecules playing important roles in diverse
biological process, such as cell proliferation, development, nuclear transport, and tumorigenesis. Ribosome profiling
is a novel technology combing polyribosome isolation and deep sequencing to determine the cellular transcripts
being translated. In this review, we summarized the current state of art of ribosome profiling and discussed the
potential application of ribosome profiling in ncRNA research.
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Steps 36-44: reverse transcription

Steps 55-64: PCR amplification
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nuclease footprinting and ribosome recovery

Steps 45 and 46: circularization
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Steps 65 and 66: sequencing and analysis

l

2 @ grooo
—_— OH3
_
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