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16S rDNA Sequencing Analyzed the Structural Composition of
the Vaginal Flora of Patients with Bacterial Vaginosis During
Pregnancy*
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Abstract: Objective This study mainly examines the vaginal secretions of healthy pregnant women and patients with bacterial vaginosis (bacterial vaginosis,
BV) in pregnancy, and tries to explain the vaginal flora composition of different pregnant BV patients. Methods 15 patients in early pregnancy,
24 patients in late pregnancy and 30 healthy pregnant women in early pregnancy were selected in the obstetric clinic of Puyang Maternal and
Child Health Hospital. For all samples, the 16S rDNA V3V4 variable region was selected for sequencing analysis to compare the differences in
vaginal microbial composition between the groups. Results The Alpha diversity comparison between healthy pregnant women and BV group was
statistically significant (P<0.05), and there was no significant statistical difference in Alpha diversity comparison between healthy pregnant women
and BV group. A total of 26 phyla were found, including Firmicutes, Actinobacteria and Bacteroidetes. At the genus level, 51 genera were found,
and the highest relative abundance of the early pregnancy healthy pregnant women group was Lactobacillus (about 87%). The highest relative
abundance in late trimester healthy pregnant women was Lactobacillus (about 97%). BV patients significantly decreased lactobacillus, atorbol
genus, macrococcus, Prevotella, oxycoccus, and ciliella. Conclusion The vaginal flora of healthy pregnant women is absolutely dominant, most of
them are L. suiss or Lactobacillus inert, including Prevotella, Bifidobacterium and Streptococcus; most BV patients' vaginal flora is significantly
reduced or even absent.
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