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Abstract ; The development of economy and society has raised people’ s requirements for beef economy and
meat quality, so it is increasingly important to cultivate beef cattle breeds with better growth and production per-
formance. With the progress of molecular biology technology, animal breeding has gradually developed from pheno-
typic trait research to gene regulation. Through marker — assisted selection, target traits can be selected more quick-
ly and accurately. Molecular breeding technology has been widely used because it improves the breeding efficiency
and reduces the cost of varieties, and the excellent traits of offspring are more stable. At present, the application of
molecular breeding in Xinjiang beef cattle is relatively limited, mostly staying in the theoretical research stage, and
there are some problems such as insufficient funding and small breeding farms, and difficulty in obtaining sufficient
samples. This article comprehensively elaborates on the overview of molecular breeding, the research progress of
molecular breeding in beef cattle and the current situation of molecular breeding in Xinjiang beef cattle, aiming to
provide certain ideas and theoretical basis for Xinjiang beef cattle molecular breeding work.
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