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Abstract: Rice is a staple food crop and a model plant for functional genomics research. Advances made in rice
functional genomics research set theoretical and applied foundation towards the development of Green Super Rice
(GSR) with the goal to produce more rice with less input and better environment. For instance, a large number of
genes identified for important agronomic traits including high yield, good quality, resistance to biotic and abiotic
stresses, and nutrient-use efficiency, together with the newly developed technologies such as genome-wide selection
and genome editing provide resource and technical platforms for developing the GSR cultivars. This review presents
some of the recent progress in rice functional genomics research relevant to the development of GSR.
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