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Abstract:

DNA sequences. By employing bioinformatics features in data preprocessing, and using ARVs in compression codebook’s construc-

A data model namely the approximate repeat vector (ARV) is introduced to describe the similar fragments in

tion, we propose an asymmetric DNA sequence compression algorithm of biological Lempel-Ziv-Markov chain algorithm 2(BioL.Z-
MA-2) . The particle swarm optimization (PSO) based memetic algorithm improvement namely the comprehensive learning intelli-
gent particle swarm optimization memetic algorithm (CLIPSO-MA) is employed in the compression codebook’s design. Experimen-
tal results on benchmark sequences demonstrate better performance of BioLZMA-2 than the original DNA sequence compression al-

gorithms.
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