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The characteristics of the models obtained by using the set of amino acids from enzyme active sites. Elements and 

the statistical indices for multiple linear regression models which link the log-values of kinetic constants and the 

amino acid composition of the yeast Saccharomyces cerevisiae enzyme sequences.
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a Elements of multiple linear regression which represent the frequences of amino acid (a single letter code) from 

occurrence in the yeast Saccharomyces cerevisiae enzyme active sites and the constant (intercept) of equation

b The variance inflation factor which indicates the impact of multicollinearity between the independent variables 

[22]

c Obtained by the leave-one-out cross-validation (LOOCV) [21] of models


