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Abstract

Objective: To study the differences in the composition of intestinal microbiota between children with diarrhea and normal infants,
and to explore the relationship between diarrhea and intestinal microbiota in infants. Methods: Fecal samples from 21 patients with
diarrhea and 3 healthy infants were selected for 16S rRNA sequencing and microbiota abundance analysis. Results: Compared with
the control group, there were great differences at the phylum level and genus level in the experimental group: at the phylum level,
the proportion of Proteobacteria in expl, 2, 3, 4, 6, 9, 11, 13, 16, 17 and 19 in the experimental group increased, and the proportion
of Firmicutes decreased. At the genus level, the proportion of Escherichia-Shigella in expl, 2, 3, 6 and 17 increased, while the
proportion of Enterococcus decreased in the experimental group. The proportion of Bacteroides exp8, 11, 12, 13 and 14 increased
significantly, while the proportion of Enterococcus decreased significantly. Exp5 and expl5 abundance declined, almost exclusively
for Enterococcus spp. The abundance of exp4 decreased, almost for FEnterobacteriaceae and Clostridium_Sensu_Stricto 1.
Conclusion: There is a significant difference between the intestinal microbiota of infantile diarrhea and healthy infants, and it can be
used for diagnosis and medication based on this characteristic in clinical practice.
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