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Application of Gene Editing Technology on
Germplasm Resources
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Abstract: Gene editing technology can precisely manipulate specific sites of the biological genome to achieve DNA fragment deletion,
DNA insertion, or single base mutations. This technology has broken the bottleneck of traditional agricultural breeding and has been
widely used in animal and plant improvement and creating a variety of new animal and plant breeding germplasms. The CRISPR/Cas9
technology has become the mainstream technology in current applications owing to its unique advantages such as easy handling, high
efficiency, multi-target, and versatility, and it will bring revolutionary changes to agriculture. To improve China’s agricultural breeding
in the future seed industry, we should improve the efficiency and accuracy of this technology, and draw up related laws and rules.
Keywords: gene editing technology; agricultural breeding; agricultural germplasm innovation
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