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Progress and Prospect of Molecular Markers in

Genetic Diversity of Forage
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(College of Animal Science and Technology.Jiangxi Agricultural University, Nanchang 330045, China)

Abstract; Accompanying with the rapid development of molecular biology,the study on forge ge-
netic diversity has developed deeper into molecular genetic markers from macroscopic to micro-
scopic levels in recent years. This paper introduces the definition and classification of molecular
markers,and analyzes the application of five kinds of molecular genetic markers,including RAPD,
SSR,ISSR,SRAP and SNPs,in forage genetic diversity. The problems and main directions of re-
searches on forage in China are also discussed in this paper.
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