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Supplementary figures

Figure S1. The distribution of the HMS across global continents by body site and the phylum-level taxonomic

composition. a, the body-wide distribution of the HMS. The proportion of species from the five major body sites of

human population was shown. b, the phylum-level taxonomic composition of the HMS. The proportion of the top

10 phyla across samples was shown, with other phyla assigned to the ‘Others’ group.



Figure S2.Alpha diversity of the HMS across global continents. The indices of the alpha diversity include species

richness (a), Shannon diversity (b), Pielou’s evenness (c) and the Chao1 (d).



Figure S3. The relationship between species richness of HMS and the selected variables was examined by the

linear model regression. Only the variables that are significantly related to species richness were shown here. The

color of regression lines denotes the types of variables.



Figure S4.Mantel test showing Spearman’s correlations between HMS community dissimilarity and the selected

variables. Only the variables that are significantly related to community dissimilarity were shown here. The color

of regression lines denotes the types of variables.


