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Abstract: Objective To explore an association between intestinal microflora and adverse pregnancy outcome in pregnant women suffering from gestational
diabetes mellitus (gestational diabetes mellitus, GDM). Methods According to the maternal condition, 112 newborns were divided into GDM
group and healthy group, including GDM group (n = 48) and healthy group (n = 64). The fresh fecal samples of pregnant women and newborns
were collected within 24 hours, and all fecal samples were detected by lllumina high-throughput sequencing technique. Usearch and QIIME
were used to analyze the fecal samples of newborns in the bioinformatics operation. The distribution characteristics of intestinal microflora in
the two groups were observed and analyzed, and the relative abundance and changes of intestinal microflora in the two groups were analyzed.
Results According to the analysis of maternal and neonatal fecal samples, the average length of neonatal intestinal flora in GDM group was longer
than that in healthy group; the abundance in GDM group was higher than that in healthy group; the high abundance group in GDM group was
low, accounting for about 35%; the sample abundance in healthy group was higher than that in healthy group, accounting for about 70%. No
significant difference in a diversity index between the two groups was observed. Conclusion The intestinal microflora of pregnant women and
newborns with GDM is in a state of imbalance. It can significantly reduce the diversity of intestinal microorganisms and affect the colonization of
normal flora. The intestinal microbial diversity of pregnant women and newborns with GDM is relatively low, and the intestinal microflora where
bacteria are dominant, It may be related to the following situations, bad pregnancy.
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