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Barley with minimal kernel discoloration (KD), low deoxynivalenol 1. 101 recombinants of Genl10 population were phenotyped for 13 traits with by the same locus.
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resistances, but high GP and poor agronomic traits (de Ia penaetal., 1999), While viea Max: pvalie - trectss Figure 3. Correlation coefficients of lodging, senescence date, NDVI, FHB, BLS, NB,
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remains to be known (due to linkage instead of pleiotropy). Line throughput tool for measuring senescence.
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Figure 1. Gen10 mapping population developed _ | _ andcarriesa Row effects were detected in most of the traits but were not included in the model. yield/quality traits.
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