
FIG. S1. Phylogram depicting the relative abundances at order level of the four CCB metagenomes according to the protein-
coding gene abundance matrices.



FIG. S2. Supplementary tables of (a) species richness according to 16S rRNA clone libraries in previously published
microbial mat studies; (b) relative frequency distributions of reads assigned to most-abundant orders according to the all-read
metagenomic content.



FIG. S2. (Continued).



FIG. S3. Fragment recruitment diagrams of the reference genomes recruiting the highest amount of reads from the green
and red mats’ metagenomes.
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FIG. S4. Ecological appendix: (a) Glossary of ecological terms, (b) interpretation of the diversity metrics used in this study
and (c) guide to the interpretation of Renyi profiles.
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