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2. Methods and Dataset

2.1 Dataset
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2.2 Feature sets
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begin
t = 0 // generation
initialize Pt) // population
evaluate P(t)
while (not termination—condition) do
begin
t=t¢t+ 17
select P() from P(i-1) // selection
crossover—-mutate Pft) // genetic operators
evaluate P(t) // fitness function
end
end
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3. Results

3.1 Training Result

3.1.1 GA &g =
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3.2 Testing Result
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