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Abstract: Objective To investigate the characteristic alterations of intestinal microbiota in patients with gastroenteritis, and to
provide a reference for the development of treatment plans and new drugs for patients with gastroenteritis. Methods Fecal samples
were collected from 47 patients with gastroenteritis (Case group) and 44 healthy subjects (Control group) in the Ninth People’s
Hospital of Chongging from February to August 2024.16S rRNA high - throughput sequencing technology combined with
bioinformatics analysis was used to systematically compare the structural characteristics and functional differences of the intestinal
microbiota between the two groups. Results Compared with those in the control group,the Chaol index (P = 0.000 11) and
Shannon index (P = 0.021) in the case group significantly reduced. The results of difference analysis in gut microbiota
composition showed that the main differences between the two groups were Proteobacteria, Actinobacteria, Enterobacteriaceae,
Streptococcaceae , Blautia ,and Escherichia — Shigella. The results of linear discriminant analysis (LDA) showed that the Blautia is a
signature microorganism of the intestinal microbiota in patients with gastroenteritis. Functional analysis showed that protein synthesis
and amino acid metabolism pathways significantly reduced in patients with gastroenteritis. The random forest model showed that the
Roseburia played an important role in distinguishing populations between the two groups. Conclusion The diversity of intestinal
microbiota in patients with gastroenteritis significantly reduced compared to healthy subjects, and the structure of intestinal
microbiota changes. These differential microbiota can be taken as potential biomarkers for gastroenteritis, which can provide a
reference for early diagnosis, clinical treatment strategy formulation, and new drug development of intestinal microbiota in patients
with gastroenteritis.
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A. Relative abundance accumulation chart B. Differential analysis of
microbial communities
Fig. 3 Differential analysis of the species composition of microbial

communities at the phylum level between the two groups
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A. Relative abundance accumulation chart B. Analysis of microbial
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A. Relative abundance accumulation chart B. Differential analysis of

microbial communities
Fig. 6 Differential analysis of the species composition of micro-

bial communities at the genus level between the two groups
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Fig. 8 Differential enrichment analysis of KEGG level 3 metabolic pathways between the two groups
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