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/Introd uction

Barley ranks forth in the worldwide production of cereal crops (faostat.fao.org). Therefore, specific breeding
programs for healthy plants are highly demanded. The fungus Rhynchosporium commune causes barley scald, a
devastating foliar disease that is distributed worldwide and propagates in cool humid climates. The fungus induces
scald like lesions causing vyield losses reaching up to 40%!. Major scald resistance locus Rrs1 has been mapped
repeatedly to the pericentromeric region of chromosome 3H and so far 11 different resistance alleles have been
described?. Though genetic mapping efforts over decades the underlying resistance gene(s) of Rrsl are still
unknown.

The barley reference genome has been recently improved3, however its high amount of repetitive content and
potential structural or copy number variations between different varieties make it difficult to pinpoint the underlying
gene of important resistance loci, especially if the resistance donor is not the reference cultivar. Spanish barley
landrace SBCC145 exhibits outstanding scald resistance® but is genetically divergent from reference sequence donor
Morex> implying nucleotide and/or structural differences. We aim to generate a sequence resource for our resistance

Figure 1: Rhynchosporium commune spores and typical scald
lesions on barley in field (May 2017) and in greenhouse.
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