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Figure S1: Bar plot of best linear unbiased estimator (BLUE) of field data without application of fungicides. A) biomass, B) grain yield, grain yield, C) kernel/m², D) protein yield, E) Nitrogen-use efficiency. For further information see Voss-Fels et al. (2019).  Genotypes are sorted according to the highest BLUE value. Genotypes containing the 2NS/2AS translocation are highlighted in red; genotypes not containing the translocation are highlighted in black.
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