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The developments of RNA analysis using MS technology

PENG Chao, Catherine C.L. Wong*
(National Center for Protein Science (Shanghai), Institute of Biochemistry and Cell Biology, Shanghai Institutes for
Biological Sciences, Chinese Academy of Sciences, Shanghai 201210, China)

Abstract: Ribonucleic acids (RNA) are transcribed from unannotated genomic regions and many of them play an
important role in a variety of cellular processes, such as, chromatin remodeling, transcriptional regulation, precursor
messenger, etc. The conventional bicochemical tool for analysis of RNA species is time consuming and often
infective for characterizing modified RNA. Due to inefficient ionization of the gas-phase ions, MS has been less
frequently used for RNA analysis than it has been for protein research. Recent technical improvements in both
instrumentation and software make MS a powerful tool for RNA analysis because it can now be used to sequence,
quantify, and chemically analyze oligonucleotides and intact nucleic acid. This review focuses on the principle of
the MS-based RNA studies to give a view of RNA analysis using mass spectrometry, such as, sample preparation,
ionization, software for data analysis.
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