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Fig.3 Relative abundance of picoeukaryotes at super group and group level at each station
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SHAO Hong-Bing',

Abstract
Seas, water samples were collected along a line in June 2017. High-throughput sequencing based on target gene (the V4

To investigate the distribution patterns of picoeukaryote diversity and community structure of the Nordic

regions of 18S rRNA gene) amplicons was used to study the diversity and community structure of picoeukaryotes.
Relationships between environmental factors and dominant groups were also analyzed. The results show that Alveolata
(54.61%) dominated the picoeukaryote community, which mainly comprised by Dinophyceae (18.42%) and MALV-I
(23.01%). Opisthokonta and fungi accounted for 21.55% and 18.86% respectively in all sequences. In addition, higher
proportion of Dictyochophyceae and Dinophyceae was observed at stations with lower temperatures, while larger
percentage of MALV-I was obtained at stations of higher temperatures. In addition, temperature played an important role in
shaping the community structure of picoeukaryotes as revealed in CCA analysis. Therefore, the complex hydrological
environment in Nordic Seas, where cold and warm currents passed through, resulted in the spatial difference in
picoeukaryote diversity and community structure.

Key words picoeukaryote; environmental factors; the Nordic Seas

biodiversity; community structure;



