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Abstract: Objective To explore the differences and alterations in intestinal flora between full-term newborns of hyperbilirubinemia and non-
hyperbilirubinemia. Methods A total of 207 cases of full-term newborns in Xuzhou Maternity and Child Health Care Hospital were recruited in this
study. Among them, 107 healthy newborns were divided into Control group, and 100hyperbilirubinemia newborns were divided into Jaundice
group. Samples of first fetal stool after the birth were and during the peak period of jaundice for bacterial 16S rRNA sequencing. Results The
compositions of intestinal flora between full-term newborns with hyperbilirubinemia and non-hyperbilirubinemia were compared, and found the
significant differences of 3 intestinal floras in the first fetal stool between these two groups (P<0.05). The abundance of Enterococcus was higher
than that of Control group, while the abundances of Streptococcus and Lactobacillus were significantly lower (P<0.05). During the peak period
of jaundice, there were significant differences for the abundances of 6 bacteria between Control and Jaundice groups (P<0.05). The abundances
of Klebsiella, Enterococcus, and Lactobacillales in Jaundice group were significantly higher than that of Control group, while Bifidobacterium,
Bacteroides, Escherichia-Shigella abundances were significantly lower (P<0.05). For hyperbilirubinemia newborns, there were significant
differences for the composition of intestinal flora between the first fetal stool after birth and the stool samples during the peak period of jaundice.
The abundance of Klebsiella in stool samples during the peak period of jaundice was higher than that of the first fetal stool, while the abundances
of Enterococcus and Escherichia-Shigella were significantly lower (P<0.05). Conclusion There were significant differences for the composition
of intestinal flora at birth and at the peak of hyperbilirubinemia between full-term newborns with hyperbilirubinemia and healthy neonates.
Moreover, the compositions of intestinal flora at birth and at the peak of hyperbilirubinemia for hyperbilirubinemia neonates were different.
Detection of of intestinal flora might benefit to the risk prediction and diagnosis of hyperbilirubinemia.
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