Supplementary Material
Definition of secondary structure types

The secondary structure definitions of amino acids were generated with DSSP [1] considering only three groups: helical (H), extended (E) and coil (C). Based on this 7 types of  protein interfaces can be defined taking into consideration the amount of each of the three basic secondary structural elements present in the particular interface (H, E or C or any combination of these three, for example H+C means that there is a substantial amount of interacting amino acids in both helical and coil conformation).  

· ‘H’ attribute was assigned to an interface if more than 40% of its residues are in helical conformation and/or it contains at least 7 consecutive helical amino acids.

· ‘E’ attribute was assigned if more than 40% of the interacting residues are in extended conformation or any of the following patterns were found in the interface: [ET]EEE[ET], EE[ET]{0,3}EEE or EEE[ET]{0,3}EE, where T stands for turn conformation, [ET] denotes a residue in either E or T conformation and {n,m} means that the preceding amino acid is present at least n but at most m times in a row (eg. the pattern EETETEEE is matched by the second expression).

· ‘C’ attribute was assigned if at least half of the amino acids are in coil or turn conformation or there are at least 8 consecutive coil or turn residues or if neither ‘H’ nor ‘E’ could be assigned.
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