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Figure S2. (A) Relative abundance of genera with relative abundance >0.5% H
. . . . . -10
in young and older mice at the baseline. (B) Bar graph of differentially
abundant genera in older mice compare to the relative abundance in young
mice (fold change). C) Differential abundance analysis (DESeq2) of genera 20 -
. . . . . o (e [}
in older and young mice. The dots represent statistically significant

(Benjamini-Hochberg adjusted p < 0.05) the Log2 Fold Change of genera in
older mice in comparison to young mice (bold line).



