Table S1. Characteristic parameters of the proteins used in this study.

Nine IDPs and four globular proteins (cf. Table 1) have been used in this study. Their sequences have been analyzed by the ProtParam tool of the ExPaSy

server (https://web.expasy.org/protparam/), and a variety of features are given in this table, such as : length, pl, number of negative and positive residues, net

charge, % content of hydrophobic amino acids (Ala + lle + Leu + Val + Trp + Tyr + Phe), proline content and the Grand average of hydropathicity (GRAVY)

value as calculated from the sum of hydropathy of all residues of the sequence.
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