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Progresses of SNP in pig genome-wide studies
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Abstract: Single nucleotide polymorphisms (SNPs) are abundant and widespread throughout the pig genome,
occurring typically on average every 300-400 bps. About 557 k SNPs have been deposited in NCBI's SNP
repository dbSNP. The pig whole genome is currently being sequenced with billions of sequences completed.
Hundreds of thousands of porcine SNPs are discovered in genome sequence data and expressed sequence tag (EST)
collections. High density SNP genotyping assays are designed for porcine genome. Therefore, the extensive
applications of porcine SNP are developed, some of which include constructing of genetic linkage map, mapping of

quantitative trait loci (QTL), detection of genetic diversity, genome-wide association study.
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