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Prevalence of novel staphylococcal enterotoxin (SE)(-like) toxin genes in
Staphylococcus aureus and its relative species S. argenteus, and their molecular epidemiological
characteristics were analyzed. selw and selx were detected in more than 80% of S. aureus isolates
examined, and showed diversity in their nucleotide sequences. S. aureus harbored sey and selz at low
rate, without having sel26 and sel27. The sey gene was detected in all the ST2250 S. argenteus
isolates, and more than half of this lineage harbored selz, sel26, and sel27. Prevalence of novel SE
(-like) genes was revealed to be different depending on lineages of S. aureus and S. argenteus.
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