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[ Abstract] Objective To understand the molecular characteristics and correlation among
isolated strains of Brucella melitensis (BM) so as to improve the strategies on prevention and control of
the disease in Jiangxi province. Methods A total of 25 strains of BM isolated from human in 17
counties of Jiangxi province were analyzed by multiple locus variable-number tandem repeat analysis
(MLVA) method. Results A total of 25 strains of BM were classified into 24 independent genotypes
with similarities between 67.00% and 100.00% and Simpson index between 0.000 and 0.773. There
were 3 genotypes in MLVAS, including 60.00% (15/25) as 42 genotype, 32.00% (8/25) as 43 genotype,
and 8.00% (2/25) as 63 genotype, respectively. There were 7 genotypes in MLVAI1 identified, with
116 genotype and 125 genotype the main genotypes, accounting for 56.00% (14/25) of all the
identified strains. Conclusions Genes from all the 25 strains of BM that isolated from human being
were with high genetic diversities, and various, genotypes. However, no obvious epidemiological
correlation was noticed among these strains, indicating the complexity of the source of infection on
Brucella in Jiangxi province.

[Key words) Brucella melitensis; Multiple locus variable-number tandem repeat analysis;
Simpson index; Type
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