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Abstract Forage crops are of paramount i mportancetofood securityin China. The hedthy deve op ment of
forage industry requires systematic layout of fundamentad bioogy research and mdecuar breed ng
technd ogy strategy of forage crops. This paper reviews the spedes and bid ogcad characteristics of mgor
forage crops, the research progress of genomnics and functiond genes of mgor trats, and andyzes the
mo ecular basis of the for mation of forage spedfic bidogca trats and the mdecular regulation of forage
domestication trats to design "ided forage" inforage bidogicad breedng: and sdves the frontier progress
of food crop domestication research to achieve the de novo rapid domestication of forage crops. It is
suggested to gve full play to our country's leadng advantages in forage genonics and gene edting
vigorously deve op new technd oges and t heories driven by big data and artifida inteligence. and lead t he
basic bidogy and bid ogcd breed ng of forage crops.
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