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Various cytological methods have been used to determine Arachis sp. genome composition and size. Older methods often lead to an overestimation of the peanut genome size. Flow cytometry with fluorescently stained DNA has since been found to be a much more accurate method. This method has been used to correctly estimate the genome size of several Arachis species including cultivated peanut (Arachis hypogaea L.). Although flow cytometry has been found to be more accurate than these older methods, only a portion of Arachis species genomes have been reported using this method. Along with this, the only species that have been analyzed using this method are from the Arachis section. While the Arachis section does include a large portion of Arachis species, there are eight other sections that still need to be covered. This project will be using flow cytometry to analyze the DNA content of peanut species from eight of the nine Arachis sections. We will utilize every species currently available in the collection in Stephenville, TX.  This information will help fill a gap in the literature regarding the genome sizes of various wild Arachis species, which will benefit peanut breeders going forward. Along with this, a protocol to utilize handheld near-infrared spectroscopy techniques will be developed in order to supplement the current wild peanut breeding program in Stephenville. We hope that this technique will allow for further characterization of individual seeds and/or plants as a breeding program is followed. 
