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Introduction

Rhynchosporium secalis is the cause of leaf scald in barley. Resistance is conditioned by either race-specific genes, of which at
least eleven resistance genes have been identified, or quantitative factors which are probably race-non-specific. The molecular
bases of either form of resistance are poorly understood.

We present here the generation of cDNA libraries enriched for sequences induced in barley following activation of R. secalis
resistance, using an improved suppression subtractive hybridisation (SSH) method.
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