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Recently, evidence has been found that
the rate of protein aggregation is related to
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Experiment Aggregation rate depends on 3-content in monomeric state

Conclusions

a b We have found a strong correlation between the experimental
aggregation rate and [-propensity in the monomeric state and
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favorable because the fibril formation
IS a barrier-crossing process.
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A, B and C are the slopes from Figures a, b and c below
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Evidence from a dataset of 21 sequences
Calculated aggregation rate

‘ IN( K/ W) = A-Fpay + B.W +C. AGiunbind

aggregation rate on rupture force. The
red circle refers to WT. Linear fits are y =
-2.185 + 0.00096514 * x .

relative aggregation rate on unbinding
free energy barrier. The red circle
refers to WT. Linear fits are y = -1.159
+ 0.0097954 * x

relative aggregation rate on pulling
rate. The red circle refers to WT.
Linear fits are y = -2.9188 +
0.0057183 * x

A, B and C are the slopes obtained from the
linear fit between the exponential aggregation
rate and the rupture force, work and unbinding
free energy barriers, respectively
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