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Characteristics of gut microbiota dysbiosis in patients with infectious diarrhea
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Abstract: This study investigated the characteristics of gut microbiota imbalance in patients with infectious diarrhea caused
by various pathogenic infections, and the role of Bacteroides in maintaining homeostasis in the intestinal environment. The gut
microbiota in patients with diarrhea caused by pathogenic infections, such as viral and bacterial infections, was determined
through full-length 16S rRNA amplicon sequencing. Patients with diarrhea were grouped and analyzed according to the presence
of single bacterial infection, single viral infection, mixed infection, or Clostridioides difficile infection. Bacteroides had the
highest absolute number and relative abundance in the gut microbiota in healthy people, whereas patients with infectious diar-
rhea showed lower relative abundance of Bacteroides at each phylum/order/family/genus taxonomic level. Alpha diversity anal-
ysis indicated no significant differences among groups. NMDS and PCoA indicated formation of distinct clusters in the control

group compared with the different infectious diarrhea groups. The diversity of the gut microbiota was higher in the control

) group than the infectious diarrhea groups. Patients with infec-
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infection group. Meanwhile, the dominant gut microbiota in the healthy population was Bacteroides. COG function prediction
revealed that the healthy control group formed a distinct cluster from the different infection groups. The functions of defense
mechanisms, cell wall synthesis, protein modification, cellular differentiation, and replication and recombination were signifi-
cantly diminished in all infectious diarrhea groups. In general, patients with infectious diarrhea caused by different pathogens
showed dysbiosis. with diminished gut microbiota diversity and the emergence of related biomarkers. Our findings indicated
that Bacteroides has a key role in maintaining the homeostasis of the human intestinal environment, thus providing new ideas
for the subsequent treatment of infectious diarrhea and research in other fields.
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Tab.1 Basic information and pathogen detection results for patients with diarrhea
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Fig.1 Relative abundance cluster results for the infectious diarrhea and control groups at different taxonomic

levels
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Fig.2 Diversity results for the different study groups
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