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Table S1: Output from Dichroweb of average secondary structure content for apo-

Sco
Sl

 and the two Cys mutants. The data for apo-Sco
Sl

 was taken from
1
. 

 

Protein
 

% α-helix
a 

% β-sheet
a 

% Turn
a 

% Unordered
a 

Apo-Sco
Sl

 35.0 18.7 16.2 30.0
 

Apo-C86A 30.2 15.7 20.2 34.0 

Apo-C90A 38.0 13.5 17.6 31.1 

Secondary structure content determined from X-ray structures 

Protein % -helix % -sheet % Other PDB 

Bacillus Subtilis 

Sco 

26 22 52 1XZ0 

Bacillus anthracis 

Sco 

31 17 52 4HDE 

a
All analysis carried out on far-UV CD spectra recorded at 20 

o
C and pH 7.0. 
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