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X. nematophila and X. bovienii both contain relatively large numbers of transposases (4.9% and 3.6% of each genome, respectively), which made genome sequence assembly difficult 1[]
. Both genomes also contain prophage and phage remnants. X. nematophila contains two P2-related prophage remnant loci, a Mu prophage and several phage fragments containing phi-31 related genes.  Most of the phage genes are located between 3.0 and 4.0 Mb and represent 2.4% of the X. nematophila genome. X. bovienii contains one P2-related prophage and numerous other prophage fragments but unlike X. nematophila, lacks a Mu prophage locus.  In X. bovienii, most of the phage genes, which represent 3.4% of the genome, are located between 0.6 and 2.0 Mb. Thus, the P2-related phage is the only phage locus that is conserved in these Xenorhabdus species. P2-type phage tail structures have been purified from cultures of X. nematophila and possess bacteriocin activity against closely related species 2[]
. Each of the P2 prophage loci in X. nematophila contains two separate tail assembly regions but lacks capsid-synthesis, lysis, lysogeny, replication, and late-control genes. Bacteriocin activity has not yet been studied in X. bovienii. 
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