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[Abstract] Objective: To investigate the association mechanism between phlegm—dampness constitution and
hyperuricemia (HUA) based on gut microbiota dysbiosis, providing a biological basis for the TCM theory of
"constitution—disease correlation". Methods: Thirty participants each from a balanced constitution healthy group
(Group A), a phlegm-dampness constitution non-HUA group (Group B), and a phlegm—dampness constitution
HUA group (Group C) were enrolled. 16S rRNA sequencing was used to analyze the structure of the gut
microbiota, and its correlation with clinical phenotypes was assessed. Results: (1) Metabolic characteristics: BMI,
SUA, and TG levels in Groups B and C were significantly higher than those in Group A (P<0.05), and SUA in
Group C was significantly higher than in Group B. (2) Microbial diversity: The Observed species index in Group
B was lower than that in Group A (P<0.05). The difference between Group C and Group B was not statistically
significant (P>0.05). PLS-DA revealed a significant separation in microbial community structure among the
three groups (AUC=1). (3) Key differential genera: Compared to Group A, Group B had a significantly higher
relative abundance of Collinsella (P<0.05), and significantly lower relative abundances of Acidobacteria,
Acinetobacter, Candidatus Koribacter, Staphylococcus, and Oscillospira(P<0.05). Compared to Group B, Group C had

significantly higher abundances of Ruminococcus, Escherichia, Pseudomonas, Staphylococcus, g—Corynebacterium,
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and Stenotrophomonas (P<0.05). (4) Microbiota—phenotype correlation: SUA levels were positively correlated

with Brevibacterium (r=0.37) and Micrococcus (r=0.32), and negatively correlated with Methanomethylovorans (r=—

0.34) (P<0.05). Conclusion: Patients with phlegm—dampness constitution and HUA exhibit more significant gut

microbiota dysbiosis, characterized by enrichment of Collinsella and depletion of Oscillospira, which may be

related to "spleen failing in transportation". This provides new insights for targeted microbiota interventions.
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