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Peanut germplasm resources are essential for long-term crop improvement. Wild relative species of peanuts in genus Arachis are sources of important traits not found in the cultivated germplasm. To efficiently use these germplasm resources in peanut breeding programs, complete taxonomic information about wild relatives is needed. The National Plant Germplasm System in the US houses over five hundred wild peanut accessions, but some have not been fully identified to the species level due to lack of clear distinguishing morphological or cytogenetic characteristics. The objective of this project is to use a genetics approach to help assign these unknown accessions to an Arachis species. Twelve accessions were genotyped on the 47K Axiom_Arachis v02 array and subjected to a phylogenetic analysis with other genotyped accessions clearly defined to a species. They were first analyzed along with a published dataset including 272 curated accessions from section Arachis which includes the closest genetic relatives to cultivated peanuts. Additionally, they were analyzed with a broader set of genotypes including seventy-eight accessions of species from all nine sections. From the first analysis, six of the twelve accessions clustered with other known species in section Arachis, providing good genetic support for their identity. Three others were assigned to species in other sections based on the second analysis. These results are important in helping to identify previously unknown accessions as well as demonstrating the utility of the 47 K Axiom_Arachis v02 array as a valuable tool in Arachis species taxonomic classification.


