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Figure S1. Rarefaction curves of OTU (operational taxonomic unit) discovery as a function of sequencing
coverage (represented as number of tag sequences). For OTU counts reported in the manuscript, each
dataset was subsampled down to the same level of sequencing coverage (6277 sequences for CoDL
datasets and 6305 tag sequences for JGI datasets).
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Figure S2. A Venn diagram illustrating JGI tag sequence OTUs shared by the most ultra-
basic spring (WHC2B), a mixing site (WHC2C), and surface freshwater (WHB). The number
of OTUs and the percentage of total tag sequences represented by those OTUs are indi-
cated for each combination of samples.
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Table S1. Taxonomic assignments for all 16S rRNA tag sequences recovered from Tablelands ultra-basic springs and
the freshwater end-member (WHB), including the Joint Genome Institute and Census of Deep Life datasets. All taxa

that comprise at least 3% of total sequences in one sample are shown.



