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Figure S1 Relative abundance of ASVs summarized at phylum (a), family (b) and genus (c) level in tlae¢al samples
of 201 Italian elderly. Bar graphs of the individual profiles of relative abundance, a pie chart with the average value
colour legend are shown in each panel.



Figure S2 Hierarchical clustering dendrogram showing the groupingof faecalmicrobiota profiles of 201 Italian elderly.
The dendrogram, based on W4dirkkage clustering and computed on unweighted UniFrac distances, shasesribe
groupngs asfoundin Figure 1ai.e., G1 (ight blue), G2 ora) and G3ed) (Fi s h er 6 spvaluea 0.000LtTlees t ,
cluster stability was assessed by using average Jaccard simifesities000 bootstrapping$(,0.96 G2, 0.95 G3,0.92).



