Cross-generational validation of SNP markers linked to leafspot resistance in peanut breeding populations
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This study assesses the validation performance of previously identified SNP markers linked to leafspot resistance in peanut by testing their stability and predictive value in independent breeding populations. The markers evaluated here were derived from a KASP-based BC₁ genetic linkage map and associated with stable QTLs identified across multiple environments in earlier work. Using two resistant BC₃ donor lines (43-09-03-02 and 60-02-03-02), we generated segregating populations and examined marker–trait associations across successive generations (F₃–F₆) under natural disease pressure. By relating early-generation genotypes to phenotypes measured in later generations, this study evaluates the consistency of marker effects across genetic backgrounds and generations. The results provide an empirical basis for selecting a subset of SNP markers with demonstrated robustness for marker-assisted selection in peanut improvement programs.

