
Figure 6. Human proteome wide prediction of structural states of disordered proteins. 
(A) Out of the 4543 disordered segments analyzed, 25% (1124) had a sufficient number of sequences available to
preform the EC analysis and 60% (676) of these had alignments that met our convergence criteria. 50% of these
segments have some globularity (predicted 3D constraints giving globularity score >0.1), another 42% have
predicted 2D constraints (secondary structure propensity score >0.1) but no 3D constraints, and the remaining 8%
show no signal for structural constraints. (B) Those proteins that contain any long-range predicted contacts are
distributed throughout the range (number of residue constraints between residues >10 residues apart in sequence
per residue) (left). The distribution of secondary structure propensity scores (fraction of helical or strand residues)
of the 676 segments is also across the whole range (right). (C) Four examples of proteins with globular-like EC
patterns (yellow) that have no known structure and are disordered. Secondary structure predictions (yellow along
axes) correspond well to tertiary structure packing indicated by the long range ECs. (D) Four examples of proteins
without evidence of a 3D contacts, but that do have with predicted secondary structure elements.  All of our
predictions and data files are available on the web at marks.hms.harvard.edu/disorder/.


