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[bookmark: _d6znipqhftj8]Figure S1. Normalized abundance of 48 bacterial genera across the clinical groups using 16S rDNA. Kruskal-Wallis rank sum test (kruskal.test in R) was performed to compare the number of reads between the three clusters. The p value and adjusted p value after multiple test correction with Holm–Bonferroni method (p.adjust in R) are shown below the genus name.
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Figure S2. Normalized abundance of 49 bacterial genera across the clinical groups using whole genome shotgun sequencing. P values, which were calculated as in Figure S1, are shown below the genus name.
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Figure S3. Correlation between 16S rDNA and whole genome shotgun sequencing. Each dot represents the median normalized abundance for 44 genera identified by the two sequencing approaches. Dots in reds represent those genus that exhibit greater than 2 standard deviation from the regression line, thus suggesting differential performance of one of the two techniques. The lack of correlation between Raoultella 16S rDNA and whole genome shotgun sequencing likely result from its recent reassignment as a separate genus from Klebsiella.
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[bookmark: _GoBack]Figure S4. Differences across sex for selected microorganisms. A. Principal component analysis of female and male microbial metagenome showing differences along principal component PC1. B. Boxplot of genera that are nominally statistically different in number of read counts between female and male participants. P value (Wilcoxon rank sum test) before and after multiple test correction are shown in B. These differences are not statistically different after multiple testing correction. 
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