
Figure S2. Coevolving site pairs versus DI residue pairs. Residue pairs whose minimum atomic

distances are shorter than 5

�

A in a protein structure and coevolving site pairs predicted are shown by

gray �lled-squares and by red or indigo �lled-circles in the lower-left half of each �gure, respectively.

For comparison, such residue-residue proximities and predicted contact residue pairs with high DI

scores in [16] are shown by gray �lled-squares and by red or indigo �lled-circles in the upper-right half

of each �gure, respectively; only the conservation �lter is applied but the �lters based on a secondary

structure prediction and for cysteine pairs are not applied to the DI scores. Red and indigo �lled-circles

correspond to true and false contact residue pairs, respectively. Residue pairs separated by �ve or fewer

positions (2 � ji� jj � 5) in a sequence may be shown with the gray �lled-squares but are excluded as

well as nearest neighbors in both the predictions. The total numbers of coevolving site pairs and DI

residue pairs plotted for each protein are both equal to one third of true contacts

(TP+ FP = #contacts=3). The PPVs of both the methods for each protein are listed in Table 5.
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