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Abstract

During a 3 years journey across the globe, the Tara schooner have sampled more than
200 open ocean stations to study a yet poorly describe important component of the global
ecosystem : the plankton from the sunlit ocean. These micro-organisms, ranging from 0.2
to 2000 µm, comprises main actors of several major biogeochemical cycles (carbon, oxygen
and nitrogen). The shape and fluctuation of their population is largely undescribed, and
their resilience to anthropic changes affecting the ocean are unknown. Using high-throuput
sequencing approaches, both metagenomic and metatranscriptomic component of the bac-
terial and eukaryotic fractions of the sampled organisms were studied, and general analysis
of both diversity and activity were undergone, allowing to draw the first set of global pic-
tures of connexion between environmental parameters and marine planktonic communities.
Highlights of bioinformatics approaches and main biological results will be adressed.
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