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Project Goals: Land use change, resource limitation and climate extremes threaten the sustainability of both 

agricultural and natural ecosystems. In plants, breeding can improve crop resilience to novel stresses, and 

successful ecological restoration can buffer the effects of ever-shrinking natural habitats; however, these efforts 

require sufficient knowledge of the traits, genes and environments that underlie productivity and adaptation. 

Here, we demonstrate how the development of genomic resources in the biofuel crop and widespread tallgrass 

prairie species, Switchgrass, permits inference of the processes of climate adaptation and definition of genetic loci 

that underlie climate-dependent growth.   
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