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Supplementary table
Supplementary Table S1. Morphological features of distant hybridization and its parents. 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.
Supplementary Table S2. Distribution of SNPs within genomic regions. Upstream: 1 kb region upstream of a gene; Exonic: within an exon region; Stop gain: Variants that cause the gene to acquire a stop codon; Stop loss: Variants that render the gene to lose a stop codon; Intronic: within an intron region; Splicing: within 2 bp of an exon/intron boundary; Downstream: 1 kb region downstream of a gene; Upstream/Downstream: located within 1 kb upstream of one gene and also within 1 kb region downstream of another gene; Intergenic: located in the intergenic region; ts: Transitions; tv: Transversions; ts/tv: Ratio of transitions to transversions; Het rate: the proportion of heterozygosity in the whole genome, calculated as the number of heterozygous SNPs/genome size.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.
Supplementary Table S3. Genetic distribution of detected InDels. Upstream: 1 kb region upstream of a gene; Exonic: within an exon region; Stop gain: Variants that cause the gene to acquire a stop codon; Stop loss: Variants that render the gene to lose a stop codon; Frameshift deletion/insertion: insertions or deletions result in protein-coding frame changes; Non-Frameshift deletion/insertion: insertion or deletion of bases with an integer multiple of 3 or 3 does not change the coding frame of the protein; Intronic: within an intron region; Splicing: within 2 bp of an exon/intron boundary; Downstream: 1 kb region downstream of a gene; Upstream/Downstream: located within 1 kb upstream of one gene and also within 1 kb region downstream of another gene; Intergenic: located in the intergenic region; Het rate: the proportion of heterozygosity in the whole genome, calculated as the number of heterozygous InDels/genome size. 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.
Supplementary Table S4. SV statistical results in each individual genome. Upstream: 1 kb region upstream of a gene; Exonic: within an exon region; Intronic: within an intron region; Downstream: 1 kb region downstream of a gene; Upstream/Downstream: located within 1 kb upstream of one gene and also within 1 kb region downstream of another gene; Intergenic: located in the intergenic region; Splicing: within 2 bp of an exon/intron boundary; INS: insertion; DEL: deletion; INV: inversion; ITX: intra-chromosomal translocation; CTX: inter-chromosomal translocation. 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.
Supplementary Table S5. CNV statistical results in each individual genome. Upstream: 1 kb region upstream of a gene; Exonic: within an exon region; Intronic: within an intron region; Downstream: 1 kb region downstream of a gene; Upstream/Downstream: located within 1 kb upstream of one gene and also within 1 kb region downstream of another gene; Intergenic: located in the intergenic region; Duplication number: the number of duplication; Deletion number: the number of deletion; Duplication length (bp): the length of duplication; Deletion length (bp): the length of deletion. 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.
Supplementary Table S6. A list of variant genes between different types of variation in F1 heterozygous progeny of 177×Y11. 
Supplementary Table S7. A list of variant genes between different types of variation in F1 heterozygous progeny of Y11×177. 
Supplementary Table S8. GO enrichment analysis of variant genes between different types of variation in F1 heterozygous progeny. ID: Unique designation information in the gene ontology database; Term type: the category of GO; Description: description information of GO functions; GeneRatio: proportion of variant genes in GO terms; BgRatio: proportion of total genes of GO term; p-value: enrichment analysis of statistical significance level, the probability that the assumption is correct but rejected; p.adjust: p-value were corrected for multiple testing using the BH method; q-value: corrected p-value, the probability of being rejected but correct; geneID: the list of variant genes under this GO term; Count: total number of variant genes; 177×Y11: F1 heterozygous progeny of 177×Y11; Y11×177: F1 heterozygous progeny of Y11×177.
Supplementary Table S9: KEGG enrichment analysis of variant genes between different types of variation in F1 heterozygous progeny. ID: Unique designation information in the gene ontology database; Description: description information of KEGG term; GeneRatio: proportion of variant genes in KEGG terms; BgRatio: proportion of total genes of KEGG term; p-value: enrichment analysis of statistical significance level, the probability that the assumption is correct but rejected; p.adjust: p-value were corrected for multiple testing using the BH method; q-value: corrected p-value, the probability of being rejected but correct; geneID: the list of variant genes under this KEGG term; Count: total number of variant genes; 177×Y11: F1 heterozygous progeny of 177×Y11; Y11×177: F1 heterozygous progeny of Y11×177.

