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Peanut food manufacturers have diverse product specifications, making seed composition traits such as protein content, oil content, and fatty acid profile important determinants of commercial end use. In breeding programs, balancing these traits with the preferences of manufacturers and consumers, and the needs of growers and shellers, is difficult and costly. Therefore, high-throughput seed composition measurement and sorting using near-infrared spectroscopy-equipped devices such as the QSorter from QualySense could be valuable for breeding programs.  This project evaluated the ability of this machine to accurately measure and sort seeds into genetically pure samples while maximizing seed retention.  For oleic acid concentration, four sorting thresholds (60, 65, 70, and 75%) and two sorting methods (single-pass and double-pass), for a total of 8 treatments, were evaluated using segregating samples derived from F4 heterozygous individuals.  Resulting populations were assessed for off-type progeny and error rates were compared for each treatment.  The double-pass method at the 70% threshold provided the best combination of seed retention and genetic purity.  For protein and oil content, seeds harvested from F1 plants were sorted by retaining the upper and lower 33% of each distribution.  Individuals from the resulting F2 populations were then evaluated for protein or oil content, respectively.  Significant differences were not observed among groups.  These protocols will be repeated in additional genetic backgrounds in the coming season, with further work focused on directional selection for oil and protein content in segregating populations.

