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Figure S4.  SCA data.  Results for SCA are present for each protein from the training and independent data sets, except for myosin

II where we relied on the previously published analysis by Yu et al. [F1].  a. Hierarchically clustered matrix of !!G values and

dendrogram where terminal branches correspond to residue indices of the protein sequence.  Branches of the dendrogram

corresponding to regions in the matrix containing clusters of high !!G  (regions with high fraction of points greater than or equal to

1.6 kT) are highlighted.  The color scale is once displayed for CheY and applies to the subsequent protein systems.  b.

Magnification of the ends of the highlighted branches to display the residue indices, which are based on the numbering in the

corresponding PDB file (except for thrombin, where negative numbers are for residues cleaved from prothrombin chain B and

thrombin residues start at 1).
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