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[bookmark: _GoBack]Supplementary Figures 1. Total and mean oil content in different tissues of rapeseed seeds with different oil content. (a) and (b) represent the total and mean oil content in different tissues rapeseed seeds, respectively.
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Supplementary Fig 2. Quantitative imaging of lipids in different tissues of seeds in KN DH  population based on three dimensional reconstruction. 1, 2, 3, 4, 5 and 6 represent whole seed, seed coat, inner cotyledon, outer cotyledon, radicle and seed section, respectively.
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Supplementary Figures 3. Pearson correlation coefficients for trait pairs affecting oil content of rapeseed seeds in KN population.
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Supplementary Figures 4. Distribution of identified QTLs for oil content in different tissues of seeds on A1, A8, A9, A10, C1, C3 and C9 linkage group. WOC refer to identified QTLs for relative oil content detected by near infrared spectroscopy.
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Supplementary Figures 5. The correlations among all 48 samples in different tissues at the two seed sampling stage of Ken-C8 and N53-2.
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[bookmark: _Hlk89537867]Supplementary Figures 6. The cluster analysis for 16 samples based on gene expression.
.
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[image: Figure S7]
Supplementary Figures 7. KEGG enrichment of the tissues-specific DEGs (Ken-C8 vs N53-2) in the four tissues at 24 and 33 DAP. 
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Supplementary Figures 8. The expression characteristics of genes involved in fatty acid synthesis (a), TAG synthesis (b) and β-oxidation (c) in four tissues of Ken-C8 and N53-2 at 24 and 33 DAF. 
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