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Studies on the transition state of protein folding by means of correlation
analysis between the folding rate and the native structure
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In this study, (1) a standardized protein folding database, in which the
folding rate constant of all listed proteins are calculated at the standard temperature (25° C), has
been constructed and opened on the internet homepage. (2) The correlations between the ® values,
which represent the degree of structural formation in the transition state of folding, and different

structure-based properties of proteins were analyzed, and the relationships between the
structure-based properties and the critical structure in the transition state were discussed. (3)
Academic literatures concerning the relationships between the folding rate constant and various
structure-based properties were investigated, and it has been found that the two-state and the
non-two-state folding reactions of proteins apparently seem very different, but are based on
essentially the same physical principles.
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PFDB: A standardized protein folding
database with temperature correction
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