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Accessions of over twenty wild peanut species have been identified as sources of resistance to major peanut diseases and pests. However, the introgression of these traits into cultivated peanut (Arachis hypogaea L.) has been extremely limited. This is the result of the difficulties in making crosses with wild species, overcoming ploidy barriers, and integrating unadapted germplasm into breeding programs. To overcome these challenges, we introduce a curated set of introgression lines developed from A. valida GK30011, A. stenosperma V10309, and ‘TifNV-High O/L.’ These lines contain ~16% wild genetics on average, with combined coverage of ~96% of the A. stenosperma genome and ~98% of the A. valida genome. In field trials, lines within the set have shown increased resistances to leaf spots and southern stem rot compared to cultivated controls. Simultaneously, these lines show adequate agronomic performance, with 75% of lines having statistically equivalent yield to ‘Georgia-06G.’ The introgression lines will be made available as a resource for researchers to identify useful wild traits and quickly integrate them into their breeding programs. 
