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Abstract: Broom corn millet (Panicum miliaceum 1..) is one of the most ancient crops domestically cultivated in the world, it

possesses characters of drought resistance, barren—tolerance, high efficiency in water utilization and dense nutrients which plays an

important role in the characteristic grain productionin northern dryland zone. To further promote the genetic analysis of correlated

characters in agronomy traits, yields and nutrients of broom corn millet, based on thedomestic research status of broom corn millet

genetics, advances in molecular genetics of broom corn milletwerereviewed and prospect was made in this paper.
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