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Figure 1: A diagram for the proposed search.
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Figure 5: The left graph is an example of the probability distribution of the random walk steps in the
probabilistic model, and the right one is the estimated fitness distribution derived from the one on the left.
The model parameters, f.; = 15.9,0 = 1.3,p, = 0.4 and p; = 0.6, were determined by a roughly-discretized-
complete search performed using Kullback-Leibler information as the fitting measure.
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Figure 7: Comparison of the fitness evolution observed in the biological experiments and that which resulted
from a computer simulation.
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