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Larval proliferation mechanisms of pathogenic cestodes revealed by draft genome
sequence of Sparganum proliferum.
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Sparganosis is caused by the plerocercoid of Pseudophyllidean tapeworms.
While Spirometra spp. cause benign sparganosis, Sparganum proliferum causes fatal disease, in which
plerocercoids proliferate continuously in humans, resulting in the death of the patient. We compared
the genomes of S. proliferum and S. erinaceieuropaei, to understand the basis for S. proliferum
pathogenicity.

We produced a 653 Mb assembly with N50 of 1.2 Mb for S. proliferum and a 796 Mb assemblies with N50
of 821 kb for Spirometra spp., respectively. In S. proliferum genome, 16 gene families were expanded
and 26 families were contracted. Most of the expanded gene families did not have good similarities
to known genes. Some of the contracted gene families were associated with organ development, signal

transduction, and apoptotic processes. These changes in S. proliferum genome seem to reflect the
activities of plerocercoids, which do not have developed organs and live in the stable environment.
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