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In my talk I present the PROPKA method (http://propka.ki.ku.dk) for the very rapid prediction and structural rationalization of protein pKa values. I also discuss how the pKa values can be used to predict the electrostatic component of protein stability, activity, and binding. This component is pH-dependent and can be used of predict the pH of optimum stability, activity, and binding. Finally I discuss implications for protein/enzyme design as well as validation 
for family 11 xylanases. 

