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There has been a steady decline in oat (Avena sativa L.) production in the U.S. for the past several decades for several reasons including U.S. Farm Bills that discourage oat production, reduced use as an animal feed, and because oat improvement has not kept pace with the major crop species.  The Quaker Oat Company supported the Oat Genomics Research Consortium from 1985 to 2000 and was very productive.  However, since that time oat research in the U.S. has languished.  This decline in research investment as well as advancements in competing crops have resulted in a rapid decline in oat production in the U.S. Modern genomics research requires a number of genetics tools and resources including a high density molecular map, validated complete cytogenetic stocks, a high throughput marker system, a BAC library for both diploid and hexaploid oat, substantial EST resources, an efficient transformation system, a Virus-Induced Gene Silencing system, a core germplasm collection and association mapping panel, a physical map for diploid and hexaploid oat, Affymetrix or Oligo GeneChips, comparative maps for oat versus rice, sorghum, and brachypodium, and TILLING populations.  Examples of the use of these resources in other crops will be presented.
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