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Intensive land use has been implicated in declining soil health, raising concern over the sustainability of agronomic production
under current management strategies. Soil faunal communities may be used as indicators of soil health. However, identification
based on morphology is time consuming and problematical. Molecular methods offer an alternative.

Terminal Restriction Fragment Length Polymorphism (T-RFLP) is proposed as a means of nematode community analysis and will be
used to profile nematode communities under different agricultural regimes.
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Paisley, UK) was selected as the optimal method.

:3 Effects of organic ammendment revealed by T-RFLP
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Fig. 5 With careful design of the enzyme digest, from known nematode sequences, signature T-RFLP peaks may be assigned to taxonomic groups. This will allow us
to integrate T-RFLP data with established nematode ecological indices.
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