flz) = {1 +e7)7%,

Abstract:

As a component of the Protein Function Prediction Platform, we present a
catalytic site identification procedure. It uses a template-matching algorithm and
a scoring procedure that allows for rapid, scalable protein-to-template matching
for catalytic sites from a catalog of binding sites. We develop the procedure
using the Catalytic Site Atlas (CSA) of Thornton. The procedure is able to process
cofactors, ions, nonstandard residues, and point substitutions for both residues
and ions. Sites with two critical residues are challenging cases, resulting in AUCs
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