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Protein folding may follow a spontaneous or a reaction path 
dependent process. When the proteins, fail to fold correctly, this 
failure can result in their aggregation. The aim of this study was 
to reveal how fast proteins can stabilize themselves during the 
folding process. We continue the evaluation of the mean collision 
times versus aggregation fraction for different temperatures. The 
protein folding stabilizing time parameter (τC) from the autocor-
relation function (ACF) was determined. We found the protein 
stabilizing time of rEaGH system is around 48.7 µs in 281 K, 48.1 
µs in 285 K, 47.4 µs in 289 K and 45.3 µs in 301 K. Three dimen-
sional random walk simulation of diffusion limited aggregation 
model was used to reveal the mechanism of protein aggregation. 
These results suggest that spontaneously folding and diffusion-
limited aggregation are antagonistic reactions in nature.
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