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Abstract: The aim of this study was to isolate and identify Staphylococcus aureus (S. aureus)
strains causing bovine mastitis in Gansu province, and investigate genotype of this strains. 16S
rRNA and 23S rRNA sequence was used for PCR identification on S. aureus isolate from milk
samples of bovine mastitis. Randomly amplified polymorphic DNA (RAPD) was utilized to re-
search genotype of these strains. The results showed that 100 S. aureus strains were isolated and
identified from 310 mastitis milk samples. All of the 100 S. aureus strains produced vivid finger-
print and number of electrophoresis strip was 2-7 with different banding pattern after RAPD. The
S. aureus strains were separated to 11 genotype according to the cluster analysis and 4 strains
were type | ,4 strains were type]l ,10 strains were typelll , 13 strains were typelV ,7 strains were
typeV . 24 strains were type V[ .16 strains were type\[ ,6 strains were typelll ,4 strains were type
[X .10 strains were type X and 2 strains were type XI. The preponderant genotype of S. aureus
strains in this area was TypeV[. Distribution of different genotype S. aureus strains were obvious
difference in different cattle farm. Environment and factor of cultivation of the cattle farm had a

distinct effect on transmission of pathogenic bacteria. These results provide a reliable theory evi-
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dence for preventive treatment of regional bovine mastitis.
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Fig. 1 Result of identification on 16S rRNA of S. aureus
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Fig. 2 Result of identification on 23S rRNA of S. aureus
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Table 2 Result of identification on S. aureus isolates
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Fig. 3 Dendrogram of comparability between 100 S. aureus strains
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