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Supplementary Figure S1. Halauxifen-methyl (HM) absorbed by excised wheat leaves. The amounts of HM absorbed in Experiment 1 (A) and Experiment 2 (B) were obtained via HPLC by subtracting the amount of HM remaining in each uptake solution after two hours of incubation from the amount of HM initially supplied in excised leaf assays (as described in Methods). Abbreviations: AS, Aegilops searsii (diploid S genome); CS, Chinese Spring (Triticum aestivum) base genotype; 5A, CS substitution line with chromosome 5A substituted by chromosome 5S; 5B, CS substitution line with chromosome 5B substituted by chromosome 5S; 5D, CS substitution line with chromosome 5D substituted by chromosome 5S; N5A-T5D, CS nullisomic for chromosome 5A but tetrasomic for chromosome 5D; N5D-T5A, CS nullisomic for chromosome 5D but tetrasomic for chromosome 5A. Means with the same letters are not significantly different as determined by Fisher’s Protected LSD test (alpha = 0.01).  
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Supplementary Figure S2. Mass spectra of the halauxifen acid (HA) analytical standard and wheat leaf extracts. A, MS1 spectrum of the HA analytical standard; B, representative MS1 spectrum of wheat metabolite extract; C, MS2 spectrum for the HA analytical standard; D, representative MS2 spectrum of wheat metabolite extract. Data were obtained with a Q-Exactive MS system (Thermo, Bremen, Germany) and processed using MS-DIAL v.4.9221218 (Tsugawa et al. 2015) in the positive ionization mode.  
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