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Similar pattern matching problem on the data sequences exists in many applications. One
of the important issues for computing the matching effectively is scaling and shifting of the given
sequences. Though, there are many effective and efficient solutions for resolving such the issue.
However, there are some applications which only the shifting issue needs to be addressed.
Although, the shifted-only pattern matching can be solved .by applying the scaling-and-shifting
matching solutions directly. However, the time complexity could be excessive since the scaling
computation is not necessary. In this thesis, we propose an efficient algorithm to match similar
shifted sequences. The proposed iransfonns both the quers' sequences and the data sequences in
the given data base into point geometrically. Subsequently, the sequence matching can be
processed simply by the point-to-point comparing-computation.

From expérimenta[ we have found that the proposéd algorithm is more efficient than the
existing scaling-and—shiﬁl;ng algorithm in all cases, i.e., when the error, sequences length, the
number of data sequences and query sequences are varied. Approximately, the proposed
algﬁrithm can perform faster than the scaling-and-shifting 3.5 %. So we can conclude that the
proposed shifted-only similar pattern matching algorithm has more efficient than the existing

work.





