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Supplementary Figure 1 – Analysis of CbcL amino acid sequence. Alignment of the full-length CbcL sequence and homologous 
proteins with pairwise identity above 65% as retrieved by BLAST (Altschul et al., 1997) and aligned with Clustal Omega (Sievers and 
Higgins, 2018). NCBI access number and species are identified for each sequence. The heme binding motifs CXXCH are colored in 
light blue, the conserved histidine residues in the periplasmic domain are marked with a * and those which are axial ligands are colored 
in dark blue. The residues in the transmembrane helices are colored in green (as predicted by TMHMM - 2.0; Möller et al., 2001).  
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Supplementary Figure 1 – CbcL amino acid sequence analysis (continued).  
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Supplementary Figure 2 – AlphaFold prediction of CbcL periplasmic domain structure 

(Jumper et al., 2021). (A) Structural model in cartoon representation colored by prediction 

confidence (B-factor). (B) Heme axial ligands. Histidine residues from the heme binding motifs 

CXXCH are colored in light blue (proximal ligands) and distal ligands in dark blue.  
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Supplementary Figure 3 – 1D 1H NMR spectrum of cytochrome PpcA in the reduced (A) 

and oxidized (B) forms. Spectra were acquired at 25 °C with 100 µM of PpcA in 10 mM 

sodium phosphate pH 8. The yellow and red rectangles highlight the PpcA fingerprints in the 

reduced and oxidized states, respectively. 

 

 

 
Supplementary Figure 4 – NMR chemical shift perturbation experiments of CbcL in the 

presence of PpcA. 1D 1H NMR spectra of CbcL acquired with increasing amounts of PpcA 

(ratio CbcL:PpcA indicated on the left side of each spectrum). Spectra were acquired at 25 °C 

with 100 µM of CbcL in 10 mM sodium phosphate pH 8. 
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