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Supporting Material 
1. We calculated the helicity of the WALP16 peptide using the helical backbone torsions 
from experiments. These values are φ = -62° and ψ = -41°. The helicity calculated using 
these angles are shown in red and the helicity calculated using φ = -57° and ψ = -47° is 
shown in blue. It is seen that the trend in helicity is the same in both the cases.  

 
Figure S1. Calculated helicity comparison for the full-length WALP16 (∆ 1-18) using 
two different helicity parameter set; Red and blue lines are moving averages (50 points 
average) from the raw helicity data (pink and cyan, respectively). 
 


