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Background Research questions

* Marine sponges (Porifera): ancient metazoans of What are the genomic differences between the cyanobacterial sponge symbiont
ecological importance, that produce bioactive and the free-living ecotypes?

secondary metabolites and interact with various What are the adaptations of the symbiont’s genome to an existence in sponges?

microorganisms including cyanobacterial . . . -
J J &y What Is the functional role of these symbionts within the context of the host

Marine Synechococcus spp.: cyanobacteria, sponge?
important contributors to the global carbon cycle and | T TR St e
major primary producers in the oceans? S ot A i

1

"Ca. S. spongiarum"; an ecotype of this genus, e O R S G I Create a consensus genome of "Ca. S. spongiarum'
widespread and abundant symbiont of various marine [ERFSEECREE SRS B (0 Investigate Its adaptations to a symbiotic
sponges around the world3, e.g. Aplysina aerophoba 20 N Bse | existence within marine sponges
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Methodology
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Fig. 1 Bacterial phylum composition per metagenome in the iTag dataset: pinacoderm (outer tissue) communities are more
similar to each other than to mesohyl (inner tissue) communities. A trend towards differential coverage of bacterial phyla due
to the different cell lysis methods is visible in comparison of the pinacoderm datasets to each other.

Work Iin Progress
* Implementation of phylogenetic data

Continued implementation of other binning methods

Tracking of bins containing cyanobacterial scaffolds and assembly of a
consensus genome of "Ca. S. spongiarum”

Implementation of single-cell data to complete the consensus genome and get
Insight into differences between individual genomes, depending on quality of
single-cell data

Analysis of metabolic pathways
Comparison with genomes of free-living Synechococcus spp.
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Fig. 2 PCA plot: binning with Concoct® of a combined assembly (SOAPdenovo) of
all six metagenomic datasets using differential coverage. Numbers/colors are bin
numbers determined by Concoct. While a visual differentiation of bins is not possible ACknOWledgementS
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