
THE OCEANS CONTAIN ~80% OF ALL LIFE ON EARTH
WE HAVE ONLY EXPLORED ~5% OF THEM 

Understanding the Ocean:  The Hidden Majority of 
Uncultured Heterotrophic Flagellates

         Aurelie Labarre & Ramon Massana

This approach is a new opportunity to examine the heterogeneity 
of microbial communities, recover their true diversity, 
and better understand speci�c biological processes 
performed by particular species.
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In aquatic ecosystems, trophic interactions are key determinants of how energy and 
carbon �ow within food webs, drive the stability and resilience of co-occurring species. 
There are many unknown microorganisms living in the ocean remaining unknown 
mainly due to the majority of them being difficult to culture in the laboratory. One such 
group is the diverse heterotrophic flagellates MAST (MArine STramenopiles) lineages. 
Here, we investigate the physiology of several MAST species using a combination 
of meta-transcriptomics and Single cell genomics in order to extract the 
genes involved in phagocytosis. 
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