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Abstract

In bioinformatics the sequence alignment which depends on string matching
algorithms is the basic of data mining and analysis, it is the way of represent the
arranging of sequences of DNA, RNA and protein. It is very important to find the
homology and the similarity that may lead to know the consequence of functional,

structural or evolutionary relationship between the sequences.

The algorithms that are presented in this area to solve sequence alignment matching
problem have many different types, all of them try to find the optimal alignment
solutions with focusing on achieving high accuracy in the results within the most
minimum time for matching time. These are the challenges face these algorithms.
This study presents new algorithm that accomplish this equation of challenges, area
of research was on biology data, pair wise, indexed and local alignment algorithm.
The expected results appeared that the new algorithm performed better than very

popular algorithms in this field in most of the cases.
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