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Motivation Sampling Area & Procedures

Pelagic microbial communities are a key component of During the Norwegian young sea ICE expedition (N-ICE2015),

Sampling Area - North Svalbard

the Arctic Ocean when evaluating the ecological impact seawater was collected underneath the winter-spring pack ice
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Opposite patterns of richness between prokaryotic-eukaryotic communities; Alpha- and Gammaproteobacteria (30.6% and 28.6%) > Flavobacteriales (13.7%) >

Prok. and euk. observed no. OTUs does not agree with Shannon diversity index Thaumarchaeota (10.4%) - amplicon (left);

reflecting the evenness of these communities. 16S rRNA amplicon (left) agrees well with the metagenomics 16S rRNA data (right).
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Microbial assemblages clustered as epipelagic or mesopelagic communities (exception YP).

Nitrogen-Cycle Genes
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