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ABSTRACT: Staphylococcus aureus enterotoxin is an important virulence factor of staphylococcal food poisoning.
At present, 27 kinds of Staphylococcus aureus enterotoxins/enterotoxin-likes have been found. There are differences
in enterotoxins/enterotoxin-likes carried by different sources of Staphylococcus aureus. Recent studies have found
that enterotoxins/enterotoxin-likes are closely related to scarlet fever, systemic infection and other clinical diseases.
Staphylococcus aureus with strong pathogenic ability has formed unique regional clonotypes all over the world. As an
emerging molecular typing technology to monitor the genetic evolution trend of bacteria, multilocus sequence typing
(MLST) is currently the main molecular typing method to describe the global epidemic of Staphylococcus aureus.
The combined detection of genetic information and virulence factor is an important laboratory method for monitoring
the spreading trend of strains and assessing pathogenicity. Enterotoxins/enterotoxin-likes play a decisive role in the
pathogenicity of some ST typing. Genetic information and virulence factor are important factors involved in the

regulation of different expressions of bacteria. The related reports that the two affect the pathogenicity of the strains
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suggest that Staphylococcus aureus may have a new pathogenic mechanism that has not been paid attention to. This

article focused on the carrying status of enterotoxins/enterotoxin-likes of Staphylococcus aureus from different

sources, molecular typing characteristics, and the relationship between the two on the pathogenicity of

Staphylococcus aureus.
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#*1 &HRGHEFHKE MLST 78 7 MERERE
Table 1 Seven house-keeping genes in MLST typing of Staphylococcus aureus
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e F: ATCGGAAATCCTATTTCACATTC
aroE AR I &AL R 456 961
R: GGTGTTGTATTAATAACGATATC
. F: ATCGTTTTATCGGGACCATC
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