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Table S1 The inheritance classification and DEGs.
Additional file 2:

Table S2 The ASE genes and the allelic ratio with statistic test in F1. 
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Table S3 Distribution of DEGs into different categories of GO in Maize
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Table S4 The 9 most enriched KEGG pathway terms in Maize
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Table S5 The sequence of primers used for RT-qPCR.
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Figure S1 A Germination of inbred lines Z58 and C72 and their F1 hybrids after 48 hours. B Germination time course of inbred lines Z58 and C72 and their F1 hybrids.
