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Research advance and perspective of rice breeding by molecular design
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Abstract: Crop production is an eternal theme in China. Breeding technologies and breeding practices of new
varieties have made great contributions to grain yield and food security. In recent years, with the whole genome
sequencing of major crops and identification of genes regulating important agronomic traits, a new breeding
concept, “breeding by molecular design”, has emerged. Chinese scientists have pioneered in this frontier through
applying the knowledge of rice functional genomics into breeding, and made significant achievements in

cooperative improvement of high-yielding and high-quality in rice. The broad application of crop breeding through
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molecular design will surely be important for securing national food supply and realizing agricultural sustainability.

Key words: breeding by molecular design; Oryza sativa; functional genome
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