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Figure S6. Position-specific amino acid frequencies derived from multiple sequence alignments
(using E-value cutoffs between 5 and 10) for selected active sites. A. Glucose-binding protein
residue 91;  B. Glucose-binding protein residue 152;  C. Glucose-binding protein residue 256;  D.
DD-peptidase residue 123.  Glucose-binding protein residue 152 and DD-peptidase residue 123
display high amino acid variability in MSAs, suggesting they may not be evolutionarily-optimized
for binding or catalysis. Glucose-binding protein residue 91 was predicted correctly (Asn); the
predicted amino acid at position 256 (Gln) did not match the native but did correspond to the most
frequent residue at this position in the MSA.  


