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Supplementary Fig. 1. Bacterial and fungal microbiome of cheek samples by city. (a) Rank prevalence curve of the 1,525 species-level taxa detected in the 124 skin microbiome samples. The 42 species commonly detected in all samples (i.e., left edge of histogram) represent the core microbiome. (b) Shannon diversity based on the rarefied depth of 313,504 reads per sample between cities and organized by acne onset. Statistical significance of pairwise comparisons was based on the Mann–Whitney test. (c) Relative abundance of fungal taxa in the samples. Bars are colored by city. (d) Top 12 species-level fungal taxa according to relative abundance of the fungal community of each sample organized by city. Other fungal taxa were grouped into the “Minor/Unclassified” category. (e) PCoA plot based on the Bray–Curtis dissimilarity of microbiome composition. Each point represents a metagenomic sample colored by city.

Supplementary Fig. 2. Over-representation of skin metabolites in the two cutotypes. The metabolites shown were significantly (p 0.05) over-represented in cutotypes 1 and 2 according to the v-test. Metabolites are colored according to class.

Supplementary Fig. 3. Rarefaction curves of sequencing reads after quality control. The plot shows the number of species identified in each sample as a function of sequencing depth. Samples were rarefied to an even sampling depth of 313,504 reads per sample (indicated by the vertical line) for -diversity analysis.

