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ABSTRACT: Objective To explore the correlation between stools and breast milk of exclusively breastfed infants,
and obtain potential probiotic strains. Methods Illumina high-throughput sequencing was performed on breast milk
and infant fecal samples of healthy mother and child to explore the composition of the microflora of breast milk and
infant fecal samples, and the vertical transmission of breast milk microflora in the infant intestine. Furthermore, the
isolated strains in breast milk and infant stools were evaluated and selected based on their probiotic properties in
vitro. Results Enterobacteriaceae, Moraxellaceae, Staphylococcaceae, and Streptococcaceae were major families in
breast milk, while Enterobacteriaceae and Bifidobacteriaceac were predominant in infant stool. The average
contribution rate of breast milk to the intestinal flora of infants was 44.90%. Among the 123 isolated strains, § strains
were screened based on their hydrophobicity, tolerance to intestinal conditions and adhesion to cells, and identified as

2 Bifidobacterium pseudocatenulatum strains, 1 Bifidobacterium bifidum strain, and 5 Enterococcus faecalis strains.
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Conclusion Breast milk microbiota is closely related to infant gut microbiota, and there is vertical transmission of

microbiota. Finally, 8 strains of probiotics with good performance are screened, which provides a theoretical basis for

the development of probiotic supplements.
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Fig.l o and p diversity analysis of flora of breast milk and infant stools (n=24)
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Fig.2 Analysis of microbiota structure of breast milk and infant stools at phylum and family levels (n=24)
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