Supplementary figure S1.
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Figure S1.

Secondary structure prediction of P. furiosus subunits, carried out with PSIPRED (Bryson et al., 2005; Jones, 1999). Conf.: confidence level
(0=low, 9=high), Pred.: predicted secondary structure (H=helix, E=strand, C=coil), AA: amino acid sequence, MEM: transmembrane helix
prediction with MEMSAT3 (Jones, 2007; Jones et al., 1994). High-confidence [3-strands are highlighted in pink, a-helices in yellow, and
transmembrane helices in green. A: the H subunit, B: the a subunit, C: the E subunit.
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