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Estimation of protein folding free energy barriers from calorimetric data by
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J.M. Fernandez (2009). Diversity of chemical mechanisms in thioredoxin
catalysis revealed by single-molecule force spectroscopy. Nature Structural and
Molecular Biology 16, 890-6.

e M. Sadqi, E. de Alba, R. Perez-Jimenez, .M. Sanchez-Ruiz, V. Mufioz (2009). A
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