Supplementary Figures
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Supplementary Figure S1. Sequencing depth distribution. (A) Asian cultivated eggplant, S. melongena 177; (B) African eggplant, S. aethiopicum Y11; (C) F1 hybrid progeny of 177×Y11; (D) F1 hybrid progeny of Y11×177. The X-axis represents the sequencing depth. The blue line and left Y-axis represent the percentage of the genome that has sites at a depth ≥ that depth, while the red line and the right Y-axis represent the percentage of the genome that has sites ≥ that depth.  
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Supplementary Figure S2. Mutation type and quantity distribution of single-nucleotide polymorphisms (SNPs). Y11: wild African eggplant, S. aethiopicum; 177: cultivated Japanese eggplant, S. melongena; 177×Y11: F1 heterozygous progeny of 177×Y11; Y11×177: F1 heterozygous progeny of Y11×177.
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Supplementary Figure S3. Length distribution of insertion/deletions (InDels) within the coding regions. Y11: wild African eggplant, S. aethiopicum; 177: cultivated Japanese eggplant, S. melongena; 177×Y11: F1 heterozygous progeny of 177×Y11; Y11×177: F1 heterozygous progeny of Y11×177.
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Supplementary Figure S4. Structural variation (SV) length distribution. Y11: wild African eggplant, S. aethiopicum; 177: cultivated Japanese eggplant, S. melongena; 177×Y11: F1 heterozygous progeny of 177×Y11; Y11×177: F1 heterozygous progeny of Y11×177.
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Supplementary Figure S5. Numbers of variant genes shared and differing between different types of variation in heterozygous progeny. (A) F1 heterozygous progeny of 177×Y11; (B) F1 heterozygous progeny of Y11×177.
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[bookmark: _GoBack]Supplementary Figure S6. The number of variant genes shared and distinct between sequencing samples. (A) and (B) Genes with non-synonymous SNPs; (C) and (D) Genes with Small InDels; (E) and (F) Genes with CNV; (G) and (H) Genes with SV.
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