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Fig. S1-Cluster dendrogram of gene expression profiles among biological replicates with high-quality
RNA-seq data at four different time points. A), B), C) and D) stand for the for different time points of SDAP,
10DAP, 15DAP and 20DAP, respectively.
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Fig. S7-The module-traits relationship and cluster dendrograms of modules detecting for WGCNA. (A) Boxplots showing the
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