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The previous talks in this session will describe requirements in oat genomics to address new opportunities and challenges.  This talk will focus on new and past efforts in oat research that address some of these requirements.  In particular, we will present results of a recent effort to develop a toolbox of DArT (Diversity Array Technology) markers, and to integrate these markers into the current genomic toolbox for oat.   These new markers have provided an opportunity to revise and improve the Kanota x Ogle hexaploid map, to characterize a diverse panel of varieties of global origin, and to identify new sequences for use in second-generation marker development.  They will provide excellent opportunities to integrate genomic information from diverse research efforts, and to apply this information toward molecular breeding.  Because DArT markers can be scored economically in high-throughput format, they show good promise for use in association mapping, bulked segregant analysis, and marker-assisted backcrossing.  Ongoing and future efforts to incorporate DArT markers into new toolbox applications will be described, including the mapping of these markers in Ogle x TAM0-301, assignment to cytogenetic stocks or chromosome-specific libraries, and integration of multiple linkage maps into a single consensus map.  Efforts will be made to incorporate material from the open discussion that will take place the previous day, and to encourage input regarding collective needs and opportunities of the international oat community.   

