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	Objective 1: Fine-mapping genomic regions associated with off-target dicamba tolerance
Dicamba QTL mapping populations:
	
Building on the QTL mapping results reported previously, which identified two major genomic regions on chromosomes 9 and 13 and several minor loci associated with off-target dicamba tolerance, recent efforts focused on interpreting the combined effects of favorable alleles across loci. Analysis of allele counts and marker combinations confirmed an additive genetic response, with lines carrying a greater number of favorable alleles consistently exhibiting improved tolerance to off-target dicamba injury.

Based on these findings, the manuscript entitled “Quantitative trait loci analysis identifying novel genomic regions for off-target dicamba tolerance in soybean [Glycine max (L.) Merr.]” has been submitted for publication. In addition, an Invention Disclosure Form (IDF) was submitted for this trait under the title “An additive genetic marker combination for enhanced tolerance to off-target dicamba in soybean,” formally protecting the intellectual property associated with the identified marker combinations.

Collaboration with Corteva Agriscience is ongoing and has progressed to a second phase. Ten recombinant inbred lines (five tolerant and five susceptible) will be provided to Corteva for whole-genome sequencing. This data will be used to investigate sequence variation surrounding the detected QTL regions, to identify candidate genes, and to improve biological understanding of off-target dicamba tolerance.

Objective 2: Development of breeding populations (Enlist-E3 and conventional) stacking various sources of tolerance

As previously reported, seven breeding populations derived from crosses between an elite Enlist-E3 line and dicamba-tolerant sources are being advanced through an off-season nursery, with return expected in Spring 2026. To ensure genetic uniformity and readiness for field evaluation, all populations are being genotyped for the Enlist-E3 trait to confirm homozygosity before advancement.







