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Dissecting an introgression – locating wild PRKN resistance in peanut
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Peanut root knot nematode (PRKN) (Meloidogyne arenaria) is a parasitic roundworm that affects many crops, especially cultivated peanut.  In a field infested with this parasite, without mitigation, a grower can experience devastating yield losses.  In peanut, mitigation can include the use of toxic nematicides, crop rotation, and peanut varieties that have PRKN-resistance (a preferred option).  Currently, only Arachis cardenasii-derived PRKN-R peanut varieties are readily available to growers.  The genetics of this resistance locates it to an introgressed segment on chromosome 9, subgenome A, spanning ~92% of the chromosome.  While this large introgression provides a strong mitigation strategy for growers, potentially unfavorable “wild” alleles in this region that are not needed for PRKN-R could impede peanut improvement.  The objective of this research is to discover which portion of this wild introgression, and the genes within it, are essential for the PRKN-R response.  This is being accomplished through identification of recombinants by genotyping followed by phenotyping for PRKN infection response.   Fine mapping with recombinants has narrowed the region of interest to less than 1 Mb.
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