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Table S1. 96 maize samples used for validation of 56,110 single nucleotide polymorphism markers
Table S2. Parent/hybrid heritability analysis based on all single nucleotide polymorphisms that were scorable in each hybrid and its two parents
Table S3. Detailed information on the 3,072 SNPs reported in this study
Table S4. Genotyping data of the 96 maize lines and hybrids used for the selection of SNP loci
Table S5. Information on 309 inbred lines used for the validation of 3072 SNP markers
Figure S1. Distribution of different locus percentages obtained by pairwise comparisons of A 309 inbreds and B 276 hybrids
Figure S2. Neighbor-joining (NJ) trees constructed for 309 inbred maize lines based on the 3072 SNPs data
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