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Establishment of a new preventive method to correct gut microbiota in infants
with recurrent urinary tract infections
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We found that the intestinal microbiota of infants with febrile urinary
tract infection (fUTI) was rich in Escherichia-Shigella species, including E. coli, and
significantly low in Bacteroides fragilis, which suppresses inflammatory cytokines. In addition, the

intake of dietary fiber-rich functional barley increased beneficial bacteria such as butyric acid
bacteria in the intestinal microbiota, suggesting that dietary fiber intake may correct the
intestinal microbiota. However, when synbiotics were used to prevent fUTI in infants with VUR, five
out of six cases recurred. Therefore, in order to target the intestinal microbiota as a therapeutic
target, the causal relationship between the intestinal microbiota and fUTI needs to be further
elucidated.
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