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Figure 1 - Supplement 4: Half-time plots for PSMal, PSMa3, PSMB1 and PSMB2. The half
times of fibril formation as a function of initial monomer concentration on double logarithmic axes.
The slope of the fitted line gives the scaling exponent (y), obtained from three repeats of the
aggregation experiments for each peptide. (a) PSMal, (b) PSMa3, (¢c) PSMpB1, and (d) PSMB2. The
straight line in all four plots indicates that the dominant mechanism of fibril multiplication is the
same for all monomer concentrations for the individual peptides studied here.



