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Application of multiple-locus variable number tandem repeat
analysis in bacterial molecular typing
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Abstract: Objective Muliiple-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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Table 1  Congruence between typing methods expressed by Wallace coefficients for Streptococcus pneumoniae
3 HH L7 437 PFGE MLST MLST 5 [ % MLVA MLVA 7 %
LT 4R 0.091 0.187 0. 343 0. 087 0.631
(0.064-0.118) (0.132-0.242) (0.279-0.407) (0.053-0.122) (0.553-0.710)
PFCE 0. 386 0.325 0. 550 0.209 0.718
(0.329-0.442) (0.273-0.376) (0.493-0.607) (0.157-0.261) (0.649-0.786)
MLST 0. 875 0.358 1. 000 0.433 0.992
(0. 848-0.902) (0.276-0. 439) (1.000-1. 000) (0.316-0. 550) (0.983-1.001)
MLST S2 i % ((()) 557256-0 623) ((()) 21:;?)-0. 284) ((())421596-0 481) ((()J 21(4)5)-0. 263) ((é.. 88?9-0. 912)
MLVA 0. 822 0. 465 0. 874 0. 995 1. 000
(0.779-0. 865) (0.396-0.535) (0. 825-0.923) (0.991-1.000) (1. 000-1. 000)
MASBR (asm) 0.0 (0460.69)  (G970.00) (0,190,390

F A5 S NET O Wallace ZEUH) 95% vl {5 X [8]
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