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Figure S9: Comparison of association and linkage mapping results for the phenotype JIC0W. The position of certain candidate genes
are highlighted in yellow. (A) The QTL LOD scores for the crossCol-0× Kno-18 (blue curve). The dashed grey line marks a
genome-wide permutation significance level of 5%. (B) Negative log p-values from a genome-wide scan using theQ + K model.
(C) Negative log p-values from a genome-wide scan using a naive Kruskal-Wallis approach. In (B) and (C), the dashed grey line
marks a nominal significance level of 0.1%, and the colored stars denote associations that should correspond to QTL in the cross.


