
 

Figure 1. Comparison of vaginal microbiota composition of women with POI and healthy 

controls. A. Sankey plot showed the top five bacterial genera in relative abundance in all 

samples, the width of the line indicated the relative abundance of the corresponding bacteria 

in each group. B, C. Differences in relative abundance at phylum and genus levels. P﹤0.05 

was considered as statistically significant. *P﹤0.05, **P﹤0.01. 



 

Figure 2. Comparison of dominant vaginal bacterial taxa. A. Cluster analysis of vaginal 

bacterial communities found in 55 participants. B. Number of women in cluster A-F in the 

two groups. 

 



 

Figure 3. Comparison of vaginal microbiota phylotype between groups. A. Histogram of the 

LDA scores for differentially abundant bacterial taxa. B. Taxonomic representation of 

statistically and biologically consistent differences between the two groups displayed by a 

cladogram. LDA, linear discriminant analysis. 



 

Figure 4. Spearman correlation between the relative abundance of vaginal microbiota and 

clinical indicators related to ovarian reserve, ovarian endocrine function and symptoms of 

perimenopausal syndrome. AMH, anti-mullerian hormone; FSH, follicle stimulating hormone; 

LH, luteinizing hormone; PRL, prolactin; PRG, progesterone; T, testosterone; E2, estradiol. P

﹤0.05 was considered as statistically significant. *P﹤0.05, **P﹤0.01. 

 



 

Figure 5. ROC curves were constructed and AUC values were calculated to assess the 

potential of key bacterial taxa to predict POI. A. The AUC was 0.685 for Actinobacteria, 

P=0.019. B. The AUC was 0.732 for Gardnerella, P=0.003. C. The AUC was 0.759 for 

Atopobium, P=0.001. D. The AUC was 0.678 for Bifidobacterium, P=0.023. ROC, received 

operating characteristic; AUC, area under the curve. 



 

Figure S1. Comparison of vaginal microbiota diversity of women with POI and healthy 

controls. A-E. Comparison of alpha diversity index Observed-otus, Chao 1 index, Shannon 

index, Simpson index and Goods_coverage. B. Beta diversity was significantly different 

between the two groups according to the Anosim (analysis of similarities, R=0.083, P=0.01) 

and showed in PCA (principal component analysis) plots. 



 

Figure S2. Composition of the vaginal microbiota of POI patients and the controls. Relative 

abundance was shown at the phylum (A), class (B), order (C), family (D), genus (E) and 

species (F) levels. 



 

Figure S3. qPCR was used to validate the key bacterial taxa in samples from the validation 

population. P﹤0.05 was considered as statistically significant. *P﹤0.05, **P﹤0.01. 

 

 

Figure S4. No spearman correlation was found between alpha diversity indices of vaginal 

microbiota and clinical indicators related to ovarian reserve, ovarian endocrine function and 

symptoms of perimenopausal syndrome. AMH, anti-mullerian hormone; FSH, follicle 

stimulating hormone; LH, luteinizing hormone; PRL, prolactin; PRG, progesterone; T, 

testosterone; E2, estradiol.  



 

 

Figure S5. Subgroup comparison of the relative abundance of vaginal microbiota based on 

serum FSH levels. P﹤0.05 was considered as statistically significant. *Comparison between 

POI patients with FSH levels of 25-40 IU/L and the control group, *P﹤0.05, **P﹤0.01. 

#Comparison between POI patients with FSH ≥ 40 IU/L and the control group, #P﹤0.05, ##P

﹤0.01. FSH, follicle stimulating hormone. 


