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GCTGGAAGGCAT
GCAGAGCACT

1%y 1. ¥ DNA M 4.
Fig. 1. Two DNA sequences.
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Fig. 2. Matrnix generation result for DNA
sequence alignment using the algorithm
suggested by S. Needleman and C. Wunsch.
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 Fig. 3. Backtracing for finding optimal path in

the generated matrix using the algorithm
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Fig. 4. The example of the
sequence alignment of two
DNA sequences suggested by
S. Needleman and C.
Wunsch.
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Fig. 5. The comparison of the program source
code based on control flow using DP based
algorithm.
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