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procedure
begin
initialize population Pop of size #Popsize,
for each individual do Fitness Evaluation; end
t:=0
while (not termination condition) do
for i := 1 to #recombinations do
select two parents Ja, /b randomly;
Ic = Recombine(/a, Ib),
add individual Ic to Pop;

end

for i == 1 to #mutations do
Ic .= Mutation(/c);

end

for each individual do Fitness Evaluation; end
for i =1 to #local search do
Ic = Local-Search(/c);
end
t=t+1
end
end
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