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The problem of multiple sequence alignment is important for bioinformatics. This
problem is widely studied and there are many propular tools to solve this problem. This
thesis introduces a multiple objective evolutionary algorithm to improve solutions
obtained from existing tools. An initial solution for the proposed algorithm is derived

from Clustal W, Dialign, MFFT and T-Coffee.

The proposed algorithm is tested with the dataset from BAIIBASE database. The
experiments are conducted to compare the results from the proposed algorithm against

the results from existing algorithms. The comparison shows a clear improvement in

terms of correctness of the results.






