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GPU-Accelerated Pairwise Alignment for
Genome Sequences

KEISUKE OKADA,! Fumiaiko INof!
and KENICHI HAGIHARAT!

This paper presents a fast implementation of the Smith-Waterman (SW) al-
gorithm running on the graphics processing unit (GPU). Our implementation
accelerates pairwise alignment of genome sequences. To achieve this, a striped
version of the SW algorithm is implemented with a tiling technique on the
compute unified device architecture (CUDA).
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