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Supplementary Figure 3. Alignment of NDUF2 and NDUF7 subunits. The residues that form
the quinone-reaction chamber according to Degli Esposti (2015) are highlighted in black. These
residues are not all identical in helminth sequences, yet highly conserved. In turquoise is
highlighted an unusual K—Y substitution found in nematodes that would be related to RQ-
binding according to Degli Esposti (2015). We found that most nematodes encode Y, but some
encode H and T. muris retained a K. In plathyhelminths this residue is either K or R. The
numeration corresponds to C. elegans NDUF2-1 and NDUF7 sequences. Reference: Degli
Esposti, M. (2015). Genome Analysis of Structure-Function Relationships in Respiratory
Complex I, an Ancient Bioenergetic Enzyme. Genome Biol. Evol. 8, 126-47.
doi:10.1093/gbe/evv239.



