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Abstract

Copy Number Variation (CNV) representing another important source of genetic variation that provides genomic structural information complementary to SNP data, but compared to SNPs, CNVs involve more genomic sequence and has potentially stronger effects on phenotypic diversity and evolutionary adaptation, through changing gene dosage and transcript structure, and regulating gene expression and function. CNVs are defined as gain or loss of DNA fragments whose length is 1 kilo bases (kb) or above, and those below that size  or from at least 50 base-pairs (bp) to more than several mega base-pairs (Mb) are usually classified as small insertions/deletions (indels), causing a different copy number of specific genomic regions among individuals of a species. Genomic copy number variations (CNVs) are considered to be primary role players in livestock breed formation and adaptation where isolation and genetic drift together with subsequent mutations have created an enormous diversity of local populations. Although, CNV detection is just as important for livestock Research as it is human researcher, given that several productive traits and diseases have been linked to CNVs in cattle, sheep, chickens, pig, goats and yak. Already, there is evidence that many beneficial of CNVs have been artificial selected in livestock such as duplication of the agouti signalling protein genes that causes white coat colour in sheep.  This review I will discuss the impacts of selective breeding on CNV and mention how CNV genotyping could be used in the future to improve genetic selections.
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