Supplementary Figure 1. Phylogenetic history of bacterial diversity across age. An
animation showing the phylogenetic history of the human fecal (A), oral (B), and skin (C)
microbiomes from childhood to old age measured in the American Gut Project dataset,
citizen science project containing 21,919 fecal, 1,920 oral, and 998 skin microbiome samples
with 16S rRNA gene amplicon sequencing *. The phylogeny of the microorganisms found at

each stage of life, is produced through SEPP insertion 2 of the Greengenes phylogeny 2.
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