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Comprehensive microbiome analysis of the association between salivary microbiota
and metabolic syndrome
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This study aimed to assess the sequential differences in the oral microbiota

from healthy populations to metabolic syndrome patients using saliva samples collected at health
checkup, which were less influenced by environmental factors such as diet. The subjects were divided

into four groups: healthy group, metabolic syndrome group, metabolic-related disease group without
obesity, and obesity group without metabolic-related diseases. These groups were evaluated for
differences in diversity and composition of saliva microbiota separately for men and women.
Comparing the richness and evenness of bacterial species in each group, the male obesity group
without metabolic-related disease showed a significant decrease in diversity. Furthermore,
significant differences in bacterial composition were found between the male obesity group with
diseases and the male metabolic syndrome group with obesity.
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