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Figure S1. Scree plot for variance of food groups explained by dietary patterns.
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Figure S2. Gaussian graphical model networks for pairwise correlations of relative abundances of phyla in (A) low fruit-vegetable and (B) high fruit/low meat-poultry groups. Nodes reflect phylum, and edges reflect the conditional dependencies between phyla. The size of the circles is proportional to the mean relative abundance of the corresponding phylum. Green lines show positive partial correlations, and red lines show negative partial correlations. The thickness of edges represents the strength of correlations.
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Figure S3. Gaussian graphical model networks for pairwise correlations of relative abundances of classes in (A) low fruit-vegetable and (B) high fruit/low meat-poultry dietary groups. Nodes reflect phylum, and edges reflect the conditional dependencies between classes. The size of the circles is proportional to the mean relative abundance of the corresponding class. Green lines show positive partial correlations, and red lines show negative partial correlations. The thickness of edges represents the strength of correlations.
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Figure S4. Gaussian graphical model networks for pairwise correlations of relative abundances of orders in A) low fruit-vegetable and (B) high fruit/low meat-poultry dietary groups. Nodes reflect phylum, and edges reflect the conditional dependencies between classes. The size of the circles is proportional to the mean relative abundance of the corresponding order. Green lines show positive partial correlations, and red lines show negative partial correlations. The thickness of edges represents the strength of correlations.
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Figure S5. Gaussian graphical model networks for pairwise correlations of relative abundances of families in A) low fruit-vegetable and (B) high fruit/low meat-poultry dietary groups. Nodes reflect phylum, and edges reflect the conditional dependencies between families. The size of the circles is proportional to the mean relative abundance of the corresponding family. Green lines show positive partial correlations, and red lines show negative partial correlations. The thickness of edges represents the strength of correlations.
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Figure S6. Gaussian graphical model networks for pairwise correlations of relative abundances of genera in A) low fruit-vegetable and (B) high fruit/low meat-poultry dietary groups. Nodes reflect phylum, and edges reflect the conditional dependencies between genera. The size of the circles is proportional to the mean relative abundance of the corresponding genus. Green lines show positive partial correlations, and red lines show negative partial correlations. The thickness of edges represents the strength of correlations.
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