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Supplemental Figure 1: 16S rRNA sequencing results from healthy controls (HC) (h=10) before (Day 0) and
after (Day 28) high-fiber diet interventions shown as heatmap for the genus levels.
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Supplemental Figure 2. 16S rRNA sequencing results from RA patients (n=15) before (Day 0) and after (Day 28) high-fiber diet
interventions shown as heatmap on the genus levels.
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