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Figure S4. Covariance maps of (i) unbound and (ii) bound form of (A) Skp2 (B) Fbs1 (C)
TIR1 (D) Fbw7 (E) B-TrCP1 and (F) Cdc4. The position of the proline is marked. The more
red, the stronger the positive correlation; the more blue the stronger the negative (anti-)
correlation. The bar provides the scale.



