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We examined the distribution pattern of viral communities of deep-water
samples along the “ Thermohaline circulation (transit time: 1500 years; distance: 40000km)” in the
Atlantic and the Pacific. We used a novel viromic approach, which is a combination of
flowcytometer-sorting technique and whole genome amplification, to produce dsDNA-enriched viromic
libraries from a 1-mL water sample. Using this approach on the environmental samples, we managed to
produce nine libraries from the Atlantic samples and seven libraries form the Pacific samples. All
the libraries composed of 12 broad taxonomic groups. Taxonomic compositions among the samples were
different and changed dynamically along the thermohaline circulation. Our data demonstrate that
viral taxonomic compositions are useful parameters for examining the dynamics of viral communities
and the host-virus system in the ecosystem of the deep ocean realm.
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