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We have previously shown that compression algorithms can be extended in a variety of ways for useful
application in machine learning and data analytics, including deception detection in text, boundary
detection in audio, and anomaly detection in network traffic. Compression-based analytics rely on the data
to occur locally and sequentially in order to identify patterns, which can be applied towards effective
decision making. Although genomic data is nominally read as a sequence of nucleotides, the information

Human DNA is made up of 3.2 billion bps; most are identical across the population.
Variations occur at specific positions in the genome known as single nucleotide
variations (SNVs), or 0.3% of the genome (10 million base pairs (bps)).
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