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Research progress on the safety of CRISPR/Cas9 gene editing technology
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CRISPR/Cas9 (Clustered Regularly Interspaced Short Palindromic Repeats/ CRISPR-associated nuclease 9)
technology has emerged as the predominant gene editing system owing to its high efficiency,simplicity,low cost and easy
operation. It has been widely used in basic research and clinical application research. However, the potential safety risks of
CRISPR/Cas9 gene editing technology have raised widespread concern. Previous studies have shown that CRISPR/Cas9
gene editing technology has safety risks such as off-target,chromosome deletion,chromothripsis and dysfunction of DNA
damage repair. This reviewsummarizes the potential security risks and prevention strategiesof CRISPR/Cas9 system., so

as to provide reference for the development of safe and effective CRISPR/Cas9 system for clinical application.
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