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Introduction

Leaf blotch caused by Rhynchosporium secalis is the most important foliar disease of barley in the UK. To control epidemics, resistant
germplasm and fungicides are used. The aim of this study was to develop a greater understanding of the spatial and temporal distribution of
R. secalis field populations in resistant and susceptible cultivars. To monitor epidemics, pathogen infection levels were determined by
guantitative real-time PCR and results compared with visual assessment.
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Conclusions -
| Real-time PCR Is an important tool to quantify infection levels, and can, in combination with visual assessment, increase our understanding of

how epidemics evolve under different genetic and environmental conditions. More knowledge on the role of primary inoculum (e.qg.

seedborne infection and (a)sexual reproduction) and plant-pathogen interactions is needed in order to maximise the epidemic-intervening

effects of resistance genes and/or fungicides.
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