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Here we discuss select systems where a combination of X-ray crystallographic and
biochemical techniques has been employed to develop insights into mechanism of 

function relationship, protein-protein interactions in enzymes 
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rotein structures at the atomic level and enhances our understanding of 
protein function and combined with other tools can facilitate understanding of the 
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with moonlighting activity towards ammeline. Subsequently, the allosteric
mechanism of action and structural basis of substrate specificity was determined. 
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possess a ligand binding site and a DNA binding site, both of which remain 
elusive. To decipher the structural mechanism of action here we present the 
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element. The binding of the DNA induces the restructuring of the CprB
interface, thereby inducing a pendulum like motion, which facilitates transcription
regulation via conformationally switching of the protein to the re
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