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The issue
• Freshwater biodiversity is declining faster than any other ecosystem1

• Rivers function as ecological connectors, biodiversity corridors linking 
both aquatic and terrestrial habitats

• Only 14% of English rivers meet good ecological status2

• Rewilding is an important tool for tackling the biodiversity crisis

• Monitoring the change that rewilding brings to ecosystems is important 

if we are to understand the costs and benefits

• eDNA metabarcoding provides whole community inventories

• …but dispersal in river systems affects our understanding of community 
distribution

• Improving our understanding of eDNA dispersal will lead to effective 
biodiversity monitoring of river rewilding projects

Project aims
• Using existing research on the spatial3, 

temporal4, mechanical5 and hydromorphical6

dynamics of eDNA dispersal, can we further 
develop existing models to accurately predict 
the distribution of river diversity from an 
eDNA signal?

• Can we apply these models to different river 
systems?

• Do these models help us understand 
rewilding (species reintroduction, river 
restoration or natural recolonization) 
impacts on the wider ecosystem?

Rewilding projects
• Catchment-wide 

migration of 
diadromous fishes, 
Alosa fallax and
Petromyzon marinus, in 
response to 
reconnection of the 
River Severn.

• Whole community 
biodiversity in response 
to re-introducing a 
keystone predator, Lota
lota, in the River 
Wissey.
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