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Enzymes are the most efficient, specific and selective
catalysts known up to date. Despite the enzyme advantages,
not all synthetic processes present a natural enzyme to
catalyze and accelerate the reactions. Hence, the design of
new stable enzymes for those processes where no
biocatalyst is known represents a major challenge for
protein engineering and a stringent test to understand how
natural enzymes work. In addition to that, the ability of
designing specific active enzymes is of great interest due to
the potential applications in biotechnology, biomedicine and
industrial processes.


