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SUPPLEMENTARY INFORMATION
Supplementary Figure 1 Additive distribution of molecular markers across the whole genome.
Supplementary Dataset 1 Locus position, Primer sequences and segregation distortion for the markers of the linkage map in this study. (Supplementary_Dataset_1.xls).
Supplementary Dataset 2 Epistatic interaction between pair-wise QTLs for plant height across three environments. (Supplementary_Dataset_2.xls).
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Supplementary Figure S1. Additive distribution of molecular markers across the whole genome. The increasing-effect allele of QTL originated from the parent “ICG12615” when the QTL is positively effective, whereas the increasing-effect allele of QTL came from the parent “Zhonghua10” when the QTL is negatively effective.
