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Procedure SA— GA Algorithm
begin
P; P

optimal _ indivi P

gen 0

while gen< LS do LS

begin
k 0;
while k< EG do EG

if P optimal _ indivi then optimal _indivi P
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S { N-1 }s N
P S+ { optimal _ indivi} ;
gen gen+ 1;
end;
end;
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RNA ) , , 4 NCBI  RNA
CLUSTAL ,
CLUSTAL , MSA
Test csse Nseq Length Clustal score AN- GAscore
RNA(1) 6 185 1 287 1 283
RNA(2) 7 653 5 057 4 996
RNA(3) 17 672 4772 4662
RNA(4) 3 352 7761 6 545

Test case , Nseq ,Length , Score
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An Algorithm Based on the Simulated Annealing Genetic Algorithm for
Multiple Sequence Alignment
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(1. Department of Mathematics, Guangdong Commercial College, Guangzhou 510320, China;
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Abstract: The mixed algorithms of genetic algorithms and simlutated annealing algorithm are put forward. The new alge-
rithm not only sufficiently exerts the advantages of the two algorithms, but also improves the computing precision and
speed. The algorithm simulates the recurrence of nature evolution process, and solves the contradiction between the di
versity of population and the cnvergence speed. The experiment shows that the algorithm is effective.
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