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Supplementary Figure 1. Demographic subset of Shannon diversity index across age, sex, and BMI
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Supplementary Figure 2. Species with increasing abundance over the mterventlon perlod
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Supplementary Figure 3: Pathways with increasing abundance over the intervention period
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Supplementary Figure 4: Shannon diversity of subjects based on levels of nutrients consumed
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Supplementary Figure 5: Correlation between reported beneficial and pathogenic species with nutrient consumed
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