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[36] J. Åqvist and M Fothergill. Computer simulation of the triosphosphate isomerase catalyzed
reaction. J. Biol. Chem., 271:10010–10016, 1996.

[37] J. R. Knowles. Enzyme catalysis: Not different, just better. Nature, 350:121–124, 1991.

[38] A. Goldblum. In Computational approaches to biochemical reactivity, chapter On the
mechanisms of proteinases, pages 295–340. Kluwer academic publishers, Dordrecht, 1997.

[39] L. Polgar and P. Halasz. Current problems in mechanistic studies of serine and cysteine
proteinases. Biochem. J., 207:1–10, 1982.

[40] M. I. Page and W. P. Jencks. Entropic contributions to rate accelarations in enzymic and
intramolecular reactions and the chelate effect. Proc. Nat. Acad. Sci, 68:1678–1683, 1971.

[41] W. P. Jencks. Binding energy, specificity, and enzyme catalysis: The circe effect. Adv.
Enzymol., 43:219–410, 1975.

[42] A. Fersht. Structure and Mechanism in Protein Science, pages 68–73. Freeman, 1999.

[43] D. Blow. So do we understand enzyme catalysis. Structure, 8:77–81, 2000.
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