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Curcumin Supplementation (Meriva®) Modulates
Inflammation, Lipid Peroxidation and Gut Microbiota
Composition in Chronic Kidney Disease
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Figure S1. Taxonomic composition of the gut microbiota of healthy subjects and CKD at baseline.

Nutrients 2022, 14, 231. https://doi.org/10.3390/nu14010231 www.mdpi.com/journal/nutrients



Nutrients 2022, 14, 231 2 of 3

Firmicutes

Bacteroidetes -|

Time
§
E Proteobacteria = I?
o
DR
Actinobacteria 4
Other Phyla -

% abundance

Figure S2. Taxonomic composition of the CKD gut microbiota at family level.
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Figure S3. Co-abundant analysis of the main bacterial families and clinical parameters.



