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Figure  S4.  Sequence (site) entropies for residues in active sites of glucose-binding protein and
R61 DD-peptidase and the effect of catalytic constraints. Purple traces correspond to sequence
distributions drawn from binding affinity windows of +2 kcal/mol (relative to the highest affinity
sequence), blue traces to 1 kcal/mol, and red traces to +1 kcal/mol with catalytic constraints. A.
Glucose-binding protein;  B. Streptomyces R61 DD-peptidase.


