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Additional file 1:

Fig. S1 Schematic drawing of a joint netted pattern including four maize inbred parents and six F1 hybrids. 

Additional file 2:

Fig. S2 Correlation analysis for each RNA-seq replicate. 
Additional file 3:

Fig. S3 Parental variation and greater than better-parental variation in gene expression for triplet T121–T126–T121 × T126. 
Additional file 4:

Fig. S4 Venn diagram comparison between non-additively expressed genes in the F1 hybrids and DEGs between the two parents in the six triplets.
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Table S1 The mapped genes and their expression levels.
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Table S2 The differential expression analysis between different varieties.
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Table S3 The non-additive expression analysis for the six parent-hybrid triplets.
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Table S4 The ASE analysis for the six parent-hybrid triplets.
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Table S5 The GO enrichment analysis of the major genes responsible for the ear length variation between T121 and T126 lines.
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Table S6 The GO enrichment analysis of the non-additive expression genes for T121 line.
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Table S7 The GO enrichment analysis of the non-additive expression genes for T126 line.
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Table S8 The sequence of primers used for qRT-PCR.
