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Oat is one of the major cereal crops in temperate climate zones and is mostly used for animal feed, but also as human food. In particular, foods containing whole grain or soluble fiber (including -glucans) may reduce the risk of heart disease. Due to the complex hexaploid genome of cultivated oat and the relatively small economic impact, the genetic studies in oat have been limited. However, assessment of genetic diversity and development of molecular tools for characterization of oat genome along with evaluation of various quality traits are essential for successful oat breeding. A three year replicated field trial was conducted at the State Stende Cereal Breeding institute to assess the content of -glucans, lipids and E vitamin in a set of 100 oat accession including Latvian oat varieties, breeding lines and some foreign accessions used in Latvian oat breeding program. Significant genotype-dependent variation was observed for all traits with hulless oat accessions generally exhibiting higher -glucan and lipid content. In parallel, 93 oat accessions were genotyped with the recently developed DArT genotyping platform (Tinker et al. (2009) BMC Genomics, 10: 39) and data on over 700 polymorphic DArT markers was obtained providing information on genetic diversity and population structure. Preliminary results on marker – trait associations will be reported. 
