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Supplementary Figure S1. Rarefaction curves of the samples.
The plot shows the number of observed features (ASVs) on the y-axis as a function of sequencing depth on the x-axis. Each curve represents an individual sample. The curves approach a plateau, indicating that the sequencing depth was sufficient to capture the majority of the microbial diversity and justifying the subsequent normalization and diversity analyses.
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Supplementary Figure S2. Mock community validation results.
The grouped bar chart compares the theoretical relative abundance with the observed relative abundance of bacterial genera in the mock community standard (e.g., ZymoBIOMICS). Observed abundances are presented as the mean of three technical replicates, with error bars representing the standard deviation. The high concordance between theoretical and observed values validates the accuracy and reliability of the entire experimental workflow, from DNA extraction to bioinformatic analysis.
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Supplementary Figure S3. Volcano Plot of Differentially Abundant Taxa.
The plot, generated from ANCOM-BC analysis, compares the posterior fornix microbiota of the Adenomyosis (AM) and Normal Control (NC) groups. The x-axis shows the log-fold change (LFC), and the y-axis shows the -log10 transformed p-value. The red points indicate the four ASVs that were significantly enriched in the AM group (p < 0.05).
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Supplementary Figure S4. Heatmap of Significant ASVs.
The heatmap displays the relative abundance of the four ASVs identified as significantly enriched in the AM group by ANCOM-BC. Columns represent individual samples, which are clustered by clinical group (NC and AM). Rows represent the significant ASVs. The color intensity corresponds to the relative abundance of each ASV, as shown in the scale bar.
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Supplementary Figure S5. Mantel test result
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