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Abstract : [ Objective ] Tt will speed up the breeding of polled strain in Yunling cattle through identifying the
polled trait of Yunling cattle using molecular genetics technology. [ Method ] PCR amplification and agarose gel
electrophores methods were used. [ Result ] Among 263 Yunling samples, the genotypes of 221 Yunling samples
were completely consistent with the polled and horned traits, the molecular identification rate was 83.03% . Howev-
er, the polled and horned traits of 42 Yunling samples (16.97% ) cannot be identified correctly. [ Conclusion ]
The molecular identification technology is effective to identify the polled and horned traits of Yunling cattle, which
will shorten the breeding program of the polled line in Yunling cattle.
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