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Abstract: Copy number variation(CNV)refers to the insertion, deletion, duplication, and complex ge-

nomic rearrangements of DNA fragments over 1kb in length and is proposed as a driving force for genome

evolution and phenotypic variation. Such variation has been first discovered in human genome,and then in

rats, pigs,cows and other mammals. In this review, we elaborate two forms of biological genetic variation

CNV and SNP,analyze the CNV formation mechanism and detection method,and focus on the advance of

copy number variation in livestock and poultry. Here, the future research and existing problems in CNV are

also analyzed and prospected.
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