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Ecotron Hasselt University: heathland in future climate

Measurement Frequency

Precipitation 10 Atmospheric CO, fluctuations

CO, concentration 30’
“"7=-#CH,, N,0O concentration 30’
“"7=-e Air pressure 30’
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Air temperature 1

Relative humidity i

Wind speed 10’
Soil temperature 10’
Soil water tension 10’
__..—*Water content 10’
y ' Soil electrical conductivity 10’
r ' X2 CO, 10’

'..-" = e -® Lysimeter weight 1"

~7--e Water sampling suction cups 2 weeks Soil temperature

Soil water ten,sion



How climate change affects soil microbiota?
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Climate change alters microbial communities,

mostly in rhizosphere
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Climate change alters microbial communities,

mostly in rhizosphere
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Potential driver: NEE shift from C source to C sink
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Potential driver: plant biomass change? (maybe...
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Potential driver: plant community change? NO!
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Potential driver: climate impacts on soil moisture

Volumetric water content (%) in top soil layers
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Looking deeper: changes in functional groups
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Stronger effect on bulk soil than on rhizosphere
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Take home messages

* Climate change leads to alteration of soil microbial communities

* Climate change affects functional profile of soil microbial communities
directly, rather than through plant community

* Intensified nitrogen metabolism in soil will potentially affect plant
communities in future

* |COS and AnaEE have great yet unexplored collaboration potential

ICOS 4> AnaEE
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