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Supplementary Figures and Tables
Supplementary Figures
Supplementary Figure 1. Sampling sites in the Kirishima area, Japan. Site names are spelled out in Figure 1.
Supplementary Figure 2. Comparison between observed relative abundances and fitted values by the regression models among nine samples. A. Results of the model to predict relative abundance of Aquificae. B. Results of the model to predict relative abundance of Crenarchaeota.
Supplementary Figure S3. Factor loading by principal component analysis of environmental data. A. Factor loading for PC1. B. Factor loading for PC2. C. Factor loading for PC3. D. Factor loading for PC4.
[bookmark: _GoBack]Supplementary Figure 4. Taxonomic composition of microbiota in hot spring from Hachijo-jima, Japan, and principal component analysis (PCA) of the relative abundance of each sample across ten sites, including Hachijo-jima. A. Taxonomic composition of the microbiota at phylum level at Hachijo-jima sampling point (33°04′27.9″ N, 139°48′43.4″ E) based on 16S rRNA genes identified from the metagenomic reads. B. PCA of the relative abundance of each sample across ten sites, including Hachijo-jima (abbreviated as H). Yellow arrows, cations; green arrows, anions; blue arrows, water quality; red arrows, physical properties.
Supplementary Tables
Supplementary Table 1. Samples from hot spring samples investigated in this study
Supplementary Table 2. Strains selected for the enrichment analysis
Supplementary Table 3. Regression analysis to predict abundance of Aquificae and Crenarchaeota
Supplementary Table 4. Physical, chemical and biological properties of samples from hot springs
Supplementary Table 5. Statistics of metagenomic sequencing data
Supplementary Table 6. Enrichment scores for gene categories (classification based on KEGG Orthology: KO) identified in the Kirishima hot spring metagenomes
Supplementary Table 7. Enriched gene categories and genes coding key metabolic enzymes from the Kirishima hot spring metagenomes, collated from Supplementary Table 6.
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