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Research Progress of Detection Technology of Genetically Modified
Products Based on CRISPR/Cas Principle
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Abstract: With the increasing commercial planting area of genetically modified products and the increasing international trade,
higher requirements are put forward for the safety management of genetically modified organisms. As the key link of safety evalua-
tion, the detection technology of genetically modified products has gradually attracted the attention of governments all over the
world. At present, there are many rapid detection methods for genetically modified products, but these detection methods have
higher requirements for equipment, reagents and professional laboratory personnel. Therefore, in order to effectively support the
development and management of transgenic related industries, it is urgent to establish a highly sensitive, specific and efficient
transgenic detection technology. Genome editing technology is a kind of genetic modification technology developed rapidly in re-
cent years, and CRISPR/Cas technology, as a representative technology, has greatly promoted the development of biotechnology.
CRISPR/Cas technology has been applied not only in the field of gene editing but also in the field of nucleic acid molecular detec-
tion. Therefore, based on the detection technology of genetically modified products, the inevitability of the development of CRIS-
PR/Cas detection technology from the detection principle, detection effect and other technical aspects was analyzed, and looked

forward to its application prospect in the detection of genetically modified products, in order to provide information for the rapid

Y #E B #9:2021-05-11; 35 HH#5:2021-06-07
ELWB: ¥4 F AR X T E (ZDKJ202002) 5 # B 4 A B 3 A BT Ak 4% 51 E (2020JK016) .
BXZEAN % F % E-mail: 18811582786@163.com; * i 5 1E# # T E-mail : fuwei0212@163.com



T L 4 HE T CRISPR/Cas SRR SE N il M B ARBT SR | 431

detection and effective supervision of genetically modified products in China, which is of great significance for ensuring the

smooth progress of the trade of genetically modified products in China.

Key words: CRISPR/Cas; genetically modified products; detection technology; supervision
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