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Figure S10. Alignment showing the active site (red) and quinol binding site (blue) for gnorB, putative nod, qnorB-like,

and assembled ETNP sequences. Residues comprising the active site were determined by modeling in Ettwig et al (2012).
Colored boxes indicate key residues indicated in Ettwig et al (2012). Numbers delineate the residue number in
G. stearothermophilus. Accession numbers are found on the phylogenetic tree in Figure 7. The active and binding sites for
ETNP 2013 Stn6 300m is found in Padilla et al. (2016).



