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Application of Gene Editing in Studies of Soybean
Germplasm Resources

WANG Chao-fan, ZHANG Da-jian
( Shandong Agricultural University / State Key Laboratory of Crop Biology, Taian 271000 )

Abstract: Soybean ( Glycine max ( L. ) Merr. ) serves as an important economical crop in world and also
China, and provides abundant protein and oil in human and animal diets. However, China is ranging first
worldwide on import of soybean products, and domestic soybean production only occupies <30% on industry
demand. Furthermore, the yield and quality of imported soybeans is much better than these of national products.
Soybean is a native crop species of China with over 5000 years of planting history. Although there are abundant
soybean germplasm resources in China, how to efficiently use them for high-yield and high-quality breeding
remained to be concerned for soybean geneticists and breeders. Compared with traditional technology, gene
editing technology is an easy-to-hand, fast and efficient transgenic approach. In this paper, we summarized recent
progresses on studies of soybean germplasm resources and the application of gene editing technology, and we
expect to provide insights for efficient utilization of soybean germplasm resources in the future.
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H S REAS B3 JCRR 1Y 8% Z2 R, DR B
Z iz BRI E RS o KR E R R S IR S
S ARG BB EE S AE— &, SO AR A B

1 REWMRREARLR

EEIPNIRSPNEE AN E S S S
AR T EERIE RGBT E RO EN Y
18 TT Gy R LR BT HE IR O, Fe A% S ik K T M e
EEA FEEWEBE 2, SRR EEAZ
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