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Abstract:
paper. In BioLZMA , the DNA sequence data is sliced and reformed into 4 clusters according with biological meanings: the coding

A novel bioinformatics features based DNA Sequence data compression algorithm of BioLZMA is proposed in this

sequence cluster, the intron cluster, the RNA cluster and the residual cluster. By employing pointed compression strategies in data
pre-processing, the clusters are compressed separately with LZMA algorithm. Experimental results demonstrated the better perfor-
mance of BioLZMA than original DNA compression algorithms on benchmark sequences. Especially on long DNA sequence with
significant bioinformatics features, BioLZMA algorithm can achieve higher compression ratio with little computation time .

Key words: DNA sequence data compression; bioinformatics; sequence regroup; approximate repeat fragment; Lempel-Ziv-
Markov chain algorithm (LZMA)
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Asp 5.3 0100 Pro 5.2 0011
Glu 6.3 1000 Gln 4.2 11101
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CHMPXX 121024 1.6848 1.6730 1.6690 1.6716 1.6613 1.8650 1.5893
CHNTXX 155844 1.6172 1.6146 1.6120 1.6127 1.6102 1.9636 1.6035
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CHMPXX 121024 | 2.07 | HUMHDABCD 58864 0.78
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HEHCMVCG 229354 | 3.82 | MPOMTCG 186608 | 1.63
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HUMGHCSA 66495 0.83 | VACCG 191737 | 3.81
HUMHPRTB 56737 0.76
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