
Supplementary figure S1.

A:
Conf: 90479999999998988789988898889999999879999999999999987874999973321237899999985388899999867887899999999996289
Pred: CHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCC
  AA: GMMIMEEILREIVKAERLAEERIEAAKVEAKKIIQNAREEAKKLEEEILKKAEEEGKRIIESKKAEGEQEAKKIREEGEKEIEELKVKAEEKFETAVSECLRIIRGV
xxxxxxxxxxxxxx10xxxxxxxx20xxxxxxxx30xxxxxxxx40xxxxxxxx50xxxxxxxx60xxxxxxxx70xxxxxxxx80xxxxxxxx90xxxxxxx100xxxxxxx

B:
MEMx: ------------------------------------------------------------------------------------------------------------------------
Conf:x997755208999978577999999998479589997686767544510589999999999999999998652212676211105567552021338789999999878898999999999
Pred:xCCCCCCCEEEEEEEEHHHHHHHHHHHHHCCCEEEEECCCCCCCCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCHHHCCCCCCCCEECCCCCHHHHHHHHHHHHHHHHHHHHHHH
xxAA:xMFKPEEMVKIELISLARYRDIIMTYLHERGVVQLEEVPIEDIQHDAPNEYYRKATSYSITMGRLVDTLKGFLPPRKTSIKEFIFPKEREKRVYTYRGIEDLVKDVEKFLSEVEPKIREVE
xxxxxxxxxxxxxx10xxxxxxxx20xxxxxxxx30xxxxxxxx40xxxxxxxx50xxxxxxxx60xxxxxxxx70xxxxxxxx80xxxxxxxx90xxxxxxx100xxxxxxx110xxxxxxx120

MEMx: ------------------------------------------------------------------------------------------------------------------------
Conf:x999999999999999999854312388786782378836999999618889999999985439829999951796199999871357999999998569869856898875799999999
Pred:xHHHHHHHHHHHHHHHHHHHHHHHCCCCCCHHHHCCCCCEEEEEEEECHHHHHHHHHHHHHHCCCCEEEEEEECCCEEEEEEEEEHHHHHHHHHHHHHCCCEEEECCCCCCCHHHHHHHHH
xxAA:xTQLTAINNRIANIREIINTLELLSSLNIEIEYLIPGSFLAIEVGKIERERVEKLIGELKNELGDKVFILRRDLGTISLLVVVTLKEFQGKLTSILAKYGFEKVEIPRERGHPRELIPKYN
xxxxxxxxxxxxx130xxxxxxx140xxxxxxx150xxxxxxx160xxxxxxx170xxxxxxx180xxxxxxx190xxxxxxx200xxxxxxx210xxxxxxx220xxxxxxx230xxxxxxx240

MEMx: ------------------------------------------------------------------------------------------------------------------------
Conf:x999999999999999999999999998999999999999999998634105978999987147778999999986068973499972568888789824018520026878998607898
Pred:xHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCEEEEEEEEEHHHHHHHHHHHHHHCCCCCEEEEEECCCCCCCCCCCCCCCCCCCHHHHHHHHHHCCCC
xxAA:xELLKEEMKKLEEIRKKGREFAEKYYEDLVFYKELMDNERDKANYLSYLARTELTVALVGWLPKKNVEEVVEGIKNLTGGKVYINIREPEPNEIEEVPVKLKNPEFISQFEMLTEMYGVPK
xxxxxxxxxxxxx250xxxxxxx260xxxxxxx270xxxxxxx280xxxxxxx290xxxxxxx300xxxxxxx310xxxxxxx320xxxxxxx330xxxxxxx340xxxxxxx350xxxxxxx360

MEMx: --------------OOOOOOOXXXXXXXXXXXXXXIIIIIII++++++++++IIIIIIXXXXXXXXXXXXXOOOOOO-----------------OOOOOOOXXXXXXXXXXXXXXIIIII
Conf:x899884678999999999999998999999999999999843744356762799999998999999987421202522345300220124011433213566402538975221567788
Pred:xCCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCCCCCCCCCCCCHHCHHHHHHHHHHCCHHHHHHCHHHHHHH
xxAA:xYNELDPTPILAFTYSFFFGFMLTDFMYGLLLGIVSALLVKGHSKMKDGTWKFAKIMLWSSVFTMLLGALFGSYFGNALDMAGFKVPRIMDAMEEALTVLIIALAIGLGHLFTGYVLGFIV
xxxxxxxxxxxxx370xxxxxxx380xxxxxxx390xxxxxxx400xxxxxxx410xxxxxxx420xxxxxxx430xxxxxxx440xxxxxxx450xxxxxxx460xxxxxxx470xxxxxxx480

MEMx: II+++++IIIIIIXXXXXXXXXXXXOOOOOO-------------------------------OOOOOXXXXXXXXXXIIIII++IIIIIXXXXXXXXXXOOOOO-------OOOOXXXXX
Conf:x622577111243112299999999897740346663579999720356753013445240678998998999898879999999999860789999999999983135665731468999
Pred:xHHHCCCCHHHHHHCCHHHHHHHHHHHHHHHCCCCCCHHHHHHHHHHHHHHHHHCCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCCCHHHHHH
xxAA:xKWKNGDKVGAILDQLSWILIILGVTLFAISSRIDLPKLAWMSVFGAGAVLFIIGEFKNNGLMALLLVISDFFGFVGNWLSYARLMALALATAGIALVINIMVQMIWGFKIGPVPLGIIVG
xxxxxxxxxxxxx490xxxxxxx500xxxxxxx510xxxxxxx520xxxxxxx530xxxxxxx540xxxxxxx550xxxxxxx560xxxxxxx570xxxxxxx580xxxxxxx590xxxxxxx600

MEMx:xXXXXXIIII++IIIIIXXXXXXXXXXXOOOOO------------------------------
Conf:x999999999999975578889999999997615213059760065460133210113477899
Pred:xHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCEECCCCEECCCCCHHHHHHCCCCCCCCCC
xxAA:xAIVFIGGHIFSTAINALGAFVHALRLHYVEFFGTFYSGEGRRFEPFAARREISELKIEKPGGE
xxxxxxxxxxxxx610xxxxxxx620xxxxxxx630xxxxxxx640xxxxxxx650xxxxxxx660xxx



C:
Conf: 934888789999999999999999999999999999999999999999999999999999999999999999999999999999999999999999999316834599999999999999
Pred: CCHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCHHHHHHHHHHHHHHHHH
  AA: MEERKMNGAQVIIQEINREAEQKIKYILDEARKEAEKIKEEARKRGESRAEWILRKAKTQAELEKQRIIATARLEVRRKKLSLQEEYISRVLKEVTSRLSNLSEDEYLETVLALLKEALK
xxxxxxxxxxxxxx10xxxxxxxx20xxxxxxxx30xxxxxxxx40xxxxxxxx50xxxxxxxx60xxxxxxxx70xxxxxxxx80xxxxxxxx90xxxxxxx100xxxxxxx110xxxxxxx120

Conf: 61898168987777899999999999987388618966875446717688479846485559999999999857999986379
Pred: HHCCCCEEEEECHHHHHHHHHHHHHHHHHHCCCEEEECCCCCCCCEEEEEECCCCEEEECCHHHHHHHHHHHHHHHHHHHHCC
  AA: ELDVKEIRVHSNEKTLALISSRIEEIRRELGDVSIEIGSPIQTIGGVIVETKDGNMRVDNTFEARMARLESELRSKIAEILFG
xxxxxxxxxxxxx130xxxxxxx140xxxxxxx150xxxxxxx160xxxxxxx170xxxxxxx180xxxxxxx190xxxxxxx200

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 β-strands are highlighted in pink, α-helices in yellow, and
transmembrane helices in green. A: the H subunit, B: the a subunit, C: the E subunit.
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