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[ Abstract]  Gene editing is a new technology that enables precise targeted modification of DNA sequences at the
genome level of an organism. The technology mainly uses sequence-specific nuclease to target and cleave the target sites
on the genome, resulting in DNA double-strand breaks ( DSBs) , further inducing non-homologous end joining ( NHEJ)
and homologous recombination ( HR) repair mechanisms. The cleavage of the DNA double strand is repaired, and the
insertion, deletion and substitution of the base of the repair site are achieved, thereby achieving the purpose of accurately
editing the target gene. This paper introduces the type and mechanism of gene editing technology and its application in

plant field, and prospects the application of gene editing technology in functional genomics and genetic improvement of

Dec. 2020 Vol. 22 No. 12

medicinal plants.
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