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Supplementary Figure 1.  Refraction curves of the sequenced samples.
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Supplementary Figure 2. Correlations among and alterations in the microbiota from the vagina, cervix and uterine cavity.Alpha diversity including Chao 1 and Shannon index of all samples from 
the control (a-b) and RSA groups (e-f). PCoA plots and beta diversity based on Bray–Curtis metrics of all samples from the control (c-d) and RSA groups (g-h). Heatmaps of all samples at the genus 
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*p <0.05, ** p <0.01, ***p <0.001. 
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Supplementary Figure 3. Comparison of the microbiota between the two types of uterine samples. Alpha diversity including Chao 1 and Shannon index of uterine microbiota via 2 
sampling methods from the control (a) and RSA groups (d). PCoA plots and beta diversity based on Bray–Curtis metrics of uterine microbiota from 2 sampling methods of the control 
(b-c) and RSA groups (e-f). Venn diagram of OTUs for uterine microbiota via 2 sampling methods from the control (g) and RSA groups (j). Taxonomic classification and the top 15 
bacterial genus abundances were compared among 2 communities of uterine microbiota via different sampling methods from the control (h-i) and RSA groups (k-l). P values were 
determined by a two-tailed Mann–Whitney U test, and data are presented as the means with s.e.m. LEfSe analysis of the control (m) and RSA groups (n) for different group samples 
and bacterial taxa with an LDA score >2 is shown. k: kingdom, p: phylum, c: class, o: order, f: family, g: genus. P values were determined by a two-tailed Mann–Whitney U test, 
and data are presented as medians with IQRs.  
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Supplementary Figure 4.  pH tests of vaginal secretions (a), cervical canal secretions (b), and uterine lavage fluid (c).
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