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A sequence alignment algorithm using the transition quantity

TosHHIDE HARA, KEIKO SaTof!
and MASANORI OHYAT!

We have been developed a sequence alignment algorithm using the transition
quantity. The transition quantity is a new measure based on transition proba-
bility between two consecutive pairs of residues. In this paper, we compare the
performance of our new algorithm called MTRAP and that of the other usual
algorithm.
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