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We propose a general algorithm for predicting good foldingtgins and for determining their

folding temperature. It uses the Monte Carlo dynamics aats e rate of convergence of a
an amino acid chain in the configuration space. The algoritambe applied to any kind of

models (lattice, off-lattice, go-type, atomistic) and deo®t require the previous knowledge of
the native structure. We tested our approach in the framewofdhe lattice model and obtained
several good folders not found before. The algorithm tal@ssiclerably less time than the
actual folding time of the proteins.



