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Figure S1. 16S rDNA V3-V4 gene sequencing quantity control.

(a) Reads statistics of all samples. (b) Reads distribution of all samples. Most of the
samples had reads between 50,000-68,000. (c) The Species dilution curve indicated
that the number of samples was enough for the study. (d) The Sobs Diversity
Rarefaction curve showed the sequencing depth per sample.
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Figure S2. Characteristics of flora composition between PROM and HC groups.

(a) Distribution of OTUs showed in Venn graph. (b) PCoA analysis showed no
difference between the two groups. (¢) The Shannon index in the PROM group was
higher than the HC group (P=0.014). (d) The Simpson index in the PROM group was
higher than the HC group (P=0.014). (¢) The Chao index showed no statistical
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Figure S3. Characteristics and diversity of vaginal microbiome composition

among the dominant group, the intermediate group, and the depleted group.

() Distribution of OTUs among the three groups showed in Venn graph. (b) The
Principal Co-ordinates Analysis (PCoA) showed statistical differences among the
three groups. (c) The Shannon index showed statistical differences between the
depleted group and the dominant group (P<0.001), as well as between the
intermediate group and the dominant group (P<0.0001). (d) The Simpson indexes
showed statistical differences between any two groups (the depleted group vs. the
intermediate group P=0.047, the depleted group vs. the dominant group P<0.001,
the intermediate group vs. the dominant group P<0.0001, respectively). (e) The
Chao index showed a statistical difference between the intermediate group and the
dominant group (P=0.02).
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Figure S4. Dimensionality reduction analysis and alpha diversity indexes in the

deplleted interm'ediatedominant
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dominant group, the intermediated group, and the depleted group.

The dimensionality reduction analysis was performed to compare the principal
component among the three groups, NMDS1 (a) and PCA (b). The Ace index (c) and
Species Richness index (d) showed statistical differences between the intermediate

and the dominant groups (P=0.07, P=0.04 respectively).
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Figure SS. Patient selection flowchart for this study.




