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Figure S2. Primer coverage of bacterial and archaeal phyla. Coverage of bacterial
phyla of forward (A) and reverse (B) primers and archaeal phyla of forward (C) and
reverse (D) primers were determined with PrimerProspector [1]. Colored bars represent
percent coverage of the primers and numbers above bars depict total sequences within

the SILVA SSU database (release 111 Ref NR) for each phylum [2].
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