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Gut microbiome features in Lhasa Tibetan patients with metabolic
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Abstract: Objective To investigate the variations in the species composition and functional attributes of intestinal microbiota
in individuals suffering from metabolic fatty liver disease in Tibetan regions, and to provide a research basis for the prevention
and treatment of metabolic fatty liver disease in Tibetan population. Methods Based on the follow — up survey data of the
Southwest region natural population in Lhasa, a total of 103 subjects were included for follow — up analysis according to the
guidelines for the prevention and treatment of metabolic — associated (non — alcoholic) fatty liver disease (2024 edition). The
demographic information, anthropometric indicators, blood biochemical indicators, and fecal samples were collected, and DNA
was extracted for metagenomic sequencing analysis. The composition of intestinal flora in patients with metabolic fatty liver
disease and healthy people was compared by bioinformatics methods. The metabolic pathways and their coding genes were
analyzed by genome encyclopedia ( KEGG) . Linear discriminant analysis was used to screen the differential flora, and
Spearman rank correlation and linear regression were used to explore its relationship with related phenotypes. Results — The

alpha diversity of patients with metabolic fatty liver was significantly reduced (W =858, P <0.001). The abundance of
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Bacteroidetes in the intestinal tract of patients with metabolic fatty liver was significantly lower than that of normal people (H =

8.990, P=0.003). These include Bacteroides uniformis, Bacteroides fragilis, Bacteroides ovatus, and the butyrate — producing
Porphyromonas Phocaeicola salanitronis (LDA >3, P <0.050). Fusobacterium varium (LDA =2.16, P =0.024) was

significantly enriched in MAFLD population and positively correlated with multiple disease phenotypes. Glucose and lipid

metabolism — related pathways and KO genes were also significantly enriched in patients with metabolic fatty liver. Conclusion

The intestinal microbiota and metabolic function of Tibetan patients with metabolic fatity liver disease are significantly

changed, and the disruption of intestinal flora balance may also have a close association with the onset and progression of

metabolic fatty liver disease among Tibetan patients.
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Table 1 Descriptive characteristics of Tibetan participants with MAFLD and normal populations
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