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Introduction Aims

Reed beds (also known as constructed wetlands) are
used in many industries (whisky, tannery, winery,
aquaculture, etc.) to treat wastewater. Bacteria are
primarily responsible for biological treatment in these
systems. It is crucial to get the most information
possible while processing environmental DNA (eDNA)
to understand the biotic community in these systems.

Methods

Fig. 1: Bacterial biofilm structures in wetlands
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