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Collapse: the mean of the expression of genes in column 

Figure 5. Identification and pathway analysis of a “core” set of DEGs in Nipponbare and Hui1586.
(A) Venn diagram of DEGs at the four time points in Nipponbare (Nip) and Hui1586. The numbers in the blue circle 
represent the overlapped DEGs between the two linked groups. The upward and downward arrows indicate up- and 
downregulated DEGs, respectively. (B) Hierarchical clustering of the 321 + 32 DEGs in (A) based on normalized FPKM 
values in Nipponbare and Hui1586. (C) KEGG pathway enrichment analysis of 321 DEGs in (A). The y-axis represents 
the negative log10-transformed Q-value and gene numbers.
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