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Etiological investigation and molecular epidemiology of an aggregated epidemic of brucellosis in Guizhou Province
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Objective To provide etiological basis for case diagnosis and epidemic prevention and control, Pathogenic
investigation and molecular epidemiological analysis were carried out on a suspected brucellosis epidemic an aggregated ep-
idemic of suspected brucellosis in Guizhou Province in 2021 was performed by etiological investigation and molecular epi-
demiological analysisin Guizhou Province in 2021.  Methods After the Brucella spp. strains were isolated from the
blood samples of suspected infected patients and goats by blood culture method,they were further identified by genus and
species/type using BCSP31-PCR and AMOS-PCR respectively,and also typed using multiple locus variable-number tan-
dem repeat analysis (MLLVA-16). To analyze the clustering relationships of different strains,the MLVA typing results of
Brucella spp. strains in Guizhou province were clustered with representative strains of Brucella spp. from other regions
of China in recent years. In order to analyzed the clustering relationship in different strains, the results of MLVA typing
were clustered with representative strains of Brucella spp. in Guizhou province and other regions of China in recent
years. Results Six suspected Brucella spp. strains were isolated,including 5 isolates from 16 whole blood samples of
suspected patients and 1 isolate from 19 whole blood samples of suspected sick goats, which were identified as Brucella by
BCSP31-PCR melitensis (B. melitensis) by BCSP31-PCR and melitensis Brucella (B. melitensis) by BCSP31- and A-
MOS-PCR assays. MLVA-16 analysis showed that the six strains were divided into three MLVA types, among which
three strains isolated from different patients (GZ-QN 1,GZ-QN 4 and,GZ-QN 6) shared MLLVA type 1 (1-5-3-13-2-2-3-2-
2-4-20-8-7-4-3-4-6) . the one patient strain (GZ-QN 8) (GZ-QN 8 isolated from a patient) and one sick goat strain (GZ-
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QN A691) (GZ-QN A691 isolated from a sick sheep) shared MLVA type 2 (1-5-3-13-2-3-2-4-20-8-4-3-6-6) ,and another
one patient strainisolate (GZ-QN 14) (GZ-QN 14) isolated from the patient was an independent MLLVA type 3 (1-5-3-13-
2-2-3-2-4-20-8-8-4-3-7-6). The clustering resultsanalysis based on MLLVA-16 typing data showed that B. melitensisBru-
cella spp. strains causinged the epidemic in Guizhou Province were clustered closer to B. melitensis bv3,and clustered in
the same small branch with Brucella spp. strains from Fujian and Xinjiang. The results of cluster analysis based on ML-
VA-16 typing data showed that the Brucella spp. strains causing the epidemic in Guizhou Province were closely clustered
with B. melitensis bv3,and clustered in the same small branch with Brucella spp. strains from Fujian and Xinjiang.

Conclusion The B. melitensis was the pathogen that caused the of B. melitensis is the pathogen of the aggregation epi-
demic of brucellosis,and this human epidemic was caused by contacting goats infected with Brucella spp. The Brucella
spp. causing the epidemic and had a diversity of MLVA types,had with MLV A type diversity,and owned a recent cluste-
ring relationship with strains from Fujian, Xinjiang and other regions. These data suggested that the epidemic may be an
aggregated epidemicwhich may be an might be caused byan imported infection associated with B. melitensis Brucella

spp. strains of sheepfrom in Fujian, Xinjiang,and other regions.
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Fig. 1 Results of Brucella by BCSP3I-PCR(A) and AMOS-PCR(B)
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