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Figure S1. Flow cytometry analysis (a) and genome survey (b) of ‘Huangzhou’ radish. Tomato leaf cells were used as internal reference for flow cytometry analysis.
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[bookmark: OLE_LINK3][bookmark: OLE_LINK4]Figure S2. Hi-C interaction heat map of HZ radish primary genome (a) and haplomes (b). Strong interactions are indicated in dark red and weak interactions are indicated in yellow.
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Figure S3. Hi-C interaction heat map of chromosomes 1 and 5 from HapA and HapB. Syntenic regions between the two haplotypes were shown in the center of the figure.
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Figure S4. Mapping depth on each haplome by HZ HiFi reads.
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Figure S5. GO enrichment analysis of gene families unique in the HapB genome of ‘Huangzhou’ radish.
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Figure S6. Genome survey of seven ‘Huangzhou’ radish accessions.
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Figure S7. PCA of transcriptomic profiles from ‘Huangzhou’ (HZ) and ‘Dachangbai’ (DCB) taproots at four developmental stages.
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[bookmark: OLE_LINK1]Figure S8. Chromosomal locations of CesA and Csl gene families. CesA and Csl genes are indicated by red and green text, respectively.
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Figure S9. The cis-regulatory elements within the CesA (a) and Csl (b) gene promoters. The upstream 2000-bp region of genes were used.
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Figure S10. Expression levels of three MYB genes in four stages of ‘Huangzhou’ (HZ) and ‘Dachangbai’ (DCB) taproots.
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