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Supplementary 

Fig. S1. Qualitative and quantitative analysis of lipidomic analysis of peanut large-seed. (A) Multi peak diagram of 

lipid quality control detection. (B) Seed sample principal component pca plot. Coordinates principal component, and 

percentage indicates the value of the principal component's contribution to sample variance. (C) LC-MS/MS PI 

scanning mass spectrum with a target ion m/z 914.8 [C57H100O7+NH4] for hydroxylated-TAG (18:1_C18:2_C18:2-

OH).



Fig. S2. Content analysis of 24 sub-classes lipids in different stages.



Fig. S3. Content analysis of 24 sub-classes lipids in same stage.



Fig. S4. Lipid content in TAG, HO-TAG, DGA, PA, PC and PE with 16:0, 18:1, 18:2, and 18:3.



Fig. S5. Analysis of main characteristics of DALs. (A) The classification and percentage of DALs. (B) The 

proportion of DALs in GL. (C) The proportion of DALs in GP. (D) The content and change trend of the top three 

lipids in GL and GP in each period. (E) The number and change trend of the top three lipids in GL and GP in each 

period.



Fig. S6. Correlation analysis of transcriptome data. The darker the color, the higher the correlation, and the closer 

the number is to 1.



Fig. S7. The expression analysis of DEGs. (A) Circle Diagram of the expression of all DEGs. (B) The violin plot 

showing biological repeat. (C) The analysis of KEGG pathways of all DEGs. (D) The analysis of GO functional 

annotation of all DEGs.



Fig. S8. The quality control analysis for WGCNA of DEGs and DALs in de-velopment. (A) Transcriptome data 

cluster diagram. (B) The PCA-3D for transcrip-tome data. (C) WGCNA module correlation analysis. 



Fig. S9. The quality control analysis for WGCNA of DEGs and DALs in ger-mination. (A) Transcriptome data 

cluster diagram. (B) The PCA-3D for transcrip-tome data. (C) WGCNA module correlation analysis.



Fig. S10. Turquoise module gene analysis for development. (A) Hierarchical clustering tree. (B) Significance of 

Turquoise module genes. (C) KEGG analysis for Turquoise module genes. (D) GO functional annotation for 

Turquoise module genes. 



Fig. S11. Blue module gene analysis for germination. (A) Hierarchical cluster-ing tree. (B) Significance of Blue 

module genes. (C) KEGG analysis for Blue mod-ule genes. (D) GO functional annotation for Blue module genes.



Fig. S12. Development and germination modular gene contrasts. (A) Venn di-agram for modular gene. (B) KEGG 

analysis for Development and germination modular gene.


