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Abstract: The CRISPR-Cas9 system, from Streptococcus pyogenes, has gained widespread application as a genome editing tool.
Previous studies showed that CRISPR-Cas9 system has the potential utility as a universal nucleic acid-recognition technology, that
is Cas9 system can also allow RNA identification and editing in live cells. By fusing RCas9 to different protein factors, it may be
possible to modulate gene expression, control the localization of RNA, alter the composition of RNAs and enable imaging of
specific RNA. In this paper, the mechanism of CRISPR-Cas9 system-mediated immunity was introduced, in particular, we
compared RCas9 to previous methods for RNA targeting and discussed potential uses ranging from live imaging of transcriptional
dynamics to regenerative therapies and applications in synthetic biology, and finally prospected the application of this new system

in life science, which was expected to provide reference for CRISPR-Cas9 system application in RNA editing.
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