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Figure S1. Identification of ORF encoding the orange protein by µLC/MS/MS. (A) 30	
  

Sum of total ion currents per identified ORF (0.2% not assigned). (B) Average of total 31	
  

ion currents for fragments assigned to each identified ORF (0.8% not assigned). (C) 32	
  

Number of MS/MS spectra attributed to each identified ORF (total 1272, with 29 not 33	
  

assigned) 34	
  

35	
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Figure S2.  Phylogenetic tree of inferred amino acid sequences of BOGUAY 39	
  

00024_0691 and BOGUAY 00935_1708. The first 100 BLASTP/nr hits for each 40	
  

sequence (all but two of which were identical) were used to construct an initial tree, 41	
  

which was then trimmed to show only closest relatives. Evolutionary analyses were 42	
  

conducted in MEGA5 (4) with sequences aligned by MUSCLE (1). The evolutionary 43	
  

history was inferred using the Neighbor-Joining method (3). The percentage of replicate 44	
  

trees in which the associated taxa clustered together in the bootstrap test (500 replicates) 45	
  

are shown next to the branches (2). The evolutionary distances were computed using the 46	
  

Poisson correction method (5) and are in units of amino acid substitutions per site. All 47	
  

ambiguous positions were removed for each sequence pair. The analysis involved 35 48	
  

amino acid sequences, and 1132 positions were included in the final analysis.49	
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Table S1. NADPH-quinone oxidoreductase genes. 53	
  
 54	
  
Gene	
  product	
   Complex	
   Contig_ORF	
  
NuoA	
   Membrane	
  complex	
   00285_1243	
  
NuoB	
   FeS	
  protein	
   00285_1242,	
  00322_3116	
  
NuoC	
   FeS	
  protein	
   00285_1236,	
  00322_3117	
  
NuoD	
   FeS	
  protein	
   00285_1234,	
  00322_3119	
  
NuoE	
   FMN	
   00285_1225	
  
NuoF	
   FMN	
   00552_2594,	
  01153_1100	
  
NuoG	
   FMN	
   00432_3220	
  
NuoH	
   Membrane	
  complex	
   00432_3219,	
  00362_1731	
  
NuoI	
   FeS	
  protein	
   00432_3218	
  
NuoJ	
   Membrane	
  complex	
   00432_3216	
  
NuoK	
   Membrane	
  complex	
   00432_3215	
  
NuoL	
   Membrane	
  complex	
   00543_4484	
  
NuoM	
   Membrane	
  complex	
   01191_1496	
  
NuoN	
   Membrane	
  complex	
   00024_0688	
  
	
  55	
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