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Algorithm 1 Co-evolutionary biclustering

Initialize Pop(0) = {x,(0), ..., x, (0)}, Pop(0) =
o)}
Evaluation Popg(0) : {®(x,(0)), ..., ®lx, (0))}
Popc(0) : {D.3(0), ..., v, (0}
While ( t > gen,,,.) do
Selection: Pop ' (1) .= s(Popg(t)),
Pop’((1) = s(Popc(1));
Probability Update: P (t+1) := u(Ps (1)),
PAt+1) = w(PLD)),
Generation: Pop{t+1) = m(P4{t+1)),
Pop(t+1) = A(PAt+1));
Evaluation: Popg(t+1) : { ®(x(t+1)), ..., ®fx, (t+1))},
Pope(t+1) 1 { @ (t+1), ..., v (t+1)};

S21()

t=t+1;
end.
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