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DNA databases—the present day

Growth of GenBank
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Delta compression exploits redundancy
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Integration of the three technologies

lGenomes as Flat Files‘
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Integrated technologies: do they work?

Compression Approach Compression Ratio (bits/base)
SCANS flat edit scripts 0.0168
SCANS mySQL I1C3 0.0340
Biocompress-2 1.7837
GenCompress 1.7434
CTW+LZ 1.7389
DNACompress 1.7254
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