Supplementary Fig. S1 Taxon abundances at the phylum levels were compared between the SECC and CF groups using Metastats. 

Supplementary Fig. S2 The random forest model was constructed for the genus taxonomic level(a). Comparison of model performance of random forests with different numbers of species, with the largest ROC values obtained for the 20 species selected(b).
Supplementary Fig. S3 OPLS-DA 200 permutation testing.
Supplementary Fig. S4 Correlations between microbiota (phylum level) and metabolites in saliva. Each row and column in the graph represents a metabolite and phylum, respectively, while each lattice represents a correlation coefficient between a component and a metabolite. Red and blue represent positive and negative correlations, respectively. * indicates a significant correlation between the phyla and metabolites (*p < 0.05, **p < 0.01).

