
FIG. S2. SSU rRNA secondary structure analysis of the consensus sequence for 
Zetaproteobacteria OTU 1. Variability between OTU 1 and the consensus sequence for OTU 2, 
OTU 15, or OTUs 2 and 15, is indicated by a yellow, blue, or green highlighted base, respectively. 
Six regions with relatively high variability are identified.
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Backbone: Zeta OTU 1 Consensus Sequence (n=13)

: Zeta OTU 2 Consensus Sequence Differences (n=1

: Zeta OTU 15 Consensus Sequence Differences (n=

: Zeta OTU 2&15 Consensus Sequence Differences

: In-del approx. equivalent in consensus sequence
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