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Introduction

Unicellular eukaryotes have complex genomes with a high degree of plasticity that allow them to adapt quickly to environmental
changes. They live with prokaryotes and higher eukaryotes, frequently as symbionts or parasites. The vast majority of eukaryotic

microorganisms are uncultured or unculturable, and thus not sequenced so far. To this day their contribution to the dynamics of the
environmental communities remains to be understood. Here, we present four components of our approach to isolate, sequence and
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CONCLUSIONS
» Several modifications to the existing pipeline for single cell (prokaryote) were tested in order to obtain quality data for single cell eukaryotes. « One of the bottlenecks in single cell eukaryote analysis is the scarcity of rDNA data in the form of curated databases, this area needs further development.
. Tested modifications affect following major parts of the pipeline: Single Cell Isolation Steps; Single Cell Genome Recovery; Genome Assembly * A new capability for unicellular eukaryotes has been under development and preliminary results indicate that single cell eukaryote transcriptomics could be used as a
and Annotation. Implemented modifications show good results. complementing step for the single cell eukaryote pipeline. One best method has been determined and together with few other methods are currently being tested on
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