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The alignment problem of DNA or protein sequences is very important in molec-
ular biology. In this problem, the obtained optimal solution is not always the bi-
ologically best alignment. Thus, it is required to vary parameters and check the
varying optimal alignments. The way to vary parameters has been studied well on
the problem of only two sequences, but not in the multiple alignment problem. This
paper does parametric analysis of gap penalty on the multiple alignment problem

through experiments.
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