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Application of multiple-locus variable number tandem repeat

analysis in bacterial molecular typing

Wang Yeru, Xu Xiao, Cui Shenghui, Li Fengqin
(Key Lab of Food Safety Risk Assessment of Ministry of Health, China National
Center for Food Safety Risk Assessment, Beijing 100021, China)

Abstract: Objective

Multiple-locus variable number tandem repeat analysis ( MLVA) is a molecular subtyping

technique characterized by the trait of variable number tandem repeat ( VNTR ). This method is simple and rapid with high-

throughput and great capability to distinguish different strains, and has been widely used in molecular typing of a variety of

bacteria. The principle, application and the comparison of MLVA with other approaches in bacterial molecular typing were

reviewed.
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