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INTRODUCTION: Abandoned and restored peatlands can sustain re-colonisation by typical peatland vegetation and are able to
regain functioning as net carbon sinks. An important part of the carbon balance equation is the level of soil respiration, which is the
sum of the metabolic turnover of labile plant-derived carbon and the decomposition of structural plant material (e.g. litter and root
turnover). Within the RECIPE project (a three year EU funded initiative) we investigated various measures of the above- and below-
ground functions and diversity of the prevailing communities with a view to establish whether succession via natural regeneration
processes results in the restoration of the ecosystem functions of peatlands.
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