
Fowler et al. - S8 - Supporting Information

Figure S3. Absolute intrinsic aggregation propensity (Pagg) and normalised aggregation
propensity (Zagg) for hCT. Zagg score corresponds to a normalised propensity after
subtracting the intrinsic propensity of aggregation for a random sequence of the same length
(32 amino acids). Pagg and Zagg were calculated using a variation of the algorithms reported
previously (1, 4) including information on sequence patterns, and using a normalised value
for each of the residues of the amino acid sequence (9). Both Pagg and Zagg are averaged values
for a window of 5 amino acids. Out of the three main ‘aggregation hotspots’ detected, the first
one located at the N-terminus of the molecule were not considered for modification, since
residues in this region are believed to be important in the activation of the hCT receptor (10).


