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Arachis cardenasii, a wild peanut relative from Bolivia, has played a major role in diversifying the cultivated peanut's genetic base. By utilizing both hexaploid and tetraploid hybridization strategies, breeders have successfully introgressed resistance to late leaf spot, rust, and root-knot nematodes from A. cardenasii into cultivated peanut. Key resistance loci are located on chromosomes A02 and A03, housing numerous NB-LRR genes. These introgressions, found in cultivars like 'Bailey' and 'GPBD-4', significantly reduce pesticide dependency while increasing yields. Consequently, A. cardenasii serves as a vital genetic resource for sustainable peanut breeding and global food security. The genome sequence of A. cardenasii is available at PeanutBase and is increasingly being used in peanut breeding projects. However, the genome has remained unannotated until now. We report here an annotation of the A. cardenasii genome. We have used the BRAKER pipeline with full-length cDNA sequencing (Iso-Seq), together with homology to a large collection of Arachis and other legume protein sequences, as well as ab initio annotations from Helixer. The final result has yielded 33,497 gene models and 38,120 predicted transcripts. The genome annotation work will help to identify key trait-linked genes, accelerating precision breeding, MAS, genome editing, and the discovery of superior variants. 


