Figure S3: Regression error of SABINE SVR models

Shown is the (A) mean squared error (MSE) and the (B) average absolute error (AAE) of the support vector
regression models used by SABINE to predict the PFM similarity of two TFs based on diverse features
measuring the sequence similarity of their DNA-binding domains. SVR models were trained separately for each
of the 5 structural superclasses, based on TF pairs with a DNA-binding domain sequence similarity > 0.3 with
respect to the BLOSUMG62 substitution matrix. Then, the regression error, i.e., the difference between the true

and the predicted PFM similarity of each TF pair was assessed by cross-validation.
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