
Supplementary Figures 

 

Fig 1. Raw HHpred server output for a) residues 1-191 containing the OB fold and b) 

residues 479-776, containing the β-lactamase-like nuclease domain, of B. subtilis ComEC. 
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Fig 2. Raw DALI scores for a) the chosen final model, encompassing residues 72-167 of  B. 

subtilis ComEC (see Fig 3B) and b) the top cluster centroid model for residues 72-172.  

Each is the top cluster centroid resulting from contact-assisted (PconsC2/bbcontacts 

predictions) ab initio Rosetta modelling. 
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Fig.3 Phobius transmembrane helix prediction for B. subtilis ComEC 

 

 
 

 

 

  



 

Supplementary Table 1: Numbers of sequences in alignments used by the metapredictor 

PconsC2 to predict contacts for DUF4131 region of B. subtilis ComEC.  Figures exclude the 

query sequence. 

 

 

E-value Number of sequences in 
alignment (HHblits) 

Number of sequences in 
alignment (Jackhmmer) 

1 4478 11621 

1e-4 2180 11039 

1e-10 1262 3028 

1e-40 0 93 

 

 


