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De novo and reference-guided CRISPR detection
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Comparative analysis of virus and host sequence characteristics

metagenomes

Make nonredundant list of virus-host Calculate virus and host k-mer Calculate overall frequency distance Compare average distance metrics

pairs from CRISPR mapping (dimer and trimer) frequencies metric for each virus-host pair for different sites and hosts

Assembling metagenomes and detecting halobacterial cas genes in metagenomic contigs
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