Figure S1.  Coverage of the newly designed primers (red-Table S1) and previously used primers (blue-Table S8-Bact-338F old+Bact-909R old, Arch-340F+Arch-934R) [1-3] targeting the V3-V5 hypervariable regions of (A) bacterial and (B) archaeal 16S rRNA genes.  Coverage for Crenarchaeota and Euryarchaeota is shown at the order-level, while other bacterial and archaeal coverage is shown at the phylum level. Coverage was checked by using the probe match function against the RDP database (Release 10) for good quality sequences greater than 1,200 bp and allowing 0 mismatches [4].  Note that the phylum Thaumarchaeota does not contain any sequences in the RDP database. However, sequences from the Nitrosopumilaceae family (proposed member of Thaumarchaeota [5]) were detected in environmental samples analyzed in this study and are therefore included in this analysis. Additionally, even though the new and old archaeal primer sets do not target Nanoarchaeota, sequences identified as Nanoarchaeota were detected in environmental samples tested in this study.
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