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Reviews of the Advancement on Mining Exotic Genes in Crop Germplasm
Resources by Linkage Disequilibrium Method
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Abstract: A large number of exotic genes exist in crop germplasm resources. The rich genetic variations in
crop germplasm resources haven’ t been fully explored and utilized because of being lack of appropriate
statistical methods. Linkage disequilibrium analysis is an effective way to identify the function of the gene (or
targeted high—resolution QTL). Development of DNA sequencing technology and high—throughput SNP analysis
technology make it possible that discovers the exotic genes by using linkage disequilibrium method. The

authors summarize the research of mining excellent exotic genes with linkage disequilibrium method in crop

germplasm resources.
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