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Sup Figure 1. Bootstrapped gene trees of ALS (3 kb) and PPO (10 kb) (CDS +1 kb on either side) alongside TSR mutations across all 162
individuals. Coloured grids indicate a haplotype harbouring a focal resistance SNP, with the SNP legend inserted within the grid (ALS574
mutations in green, ALS653 mutations in purple, PPO210 deletions in pink). Multiple origins are apparent for all resistance mutations.
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Sup Figure 2. Ancestral recombination graph likelihood by MCMC iteration in ARGweaver for a 20,000 SNP
region centered around ALS and PPO. Red dot highlights the ARG that maximizes the likelihood of the model
fit to our data, with which tree-based inferences were conducted. All iterations after 300 were used for
estimating the mean and 95% confidence intervals of allelic ages of mutational origins.
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Sup Figure 3. Correlation of signed LD (r) between two target site resistance mutations, and synonymous or
missense mutations across the genome. Each point represents the mean r between all synonymous or
missense mutations and an ALS mutation in a non-overlapping 1 Mb window.
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