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I Module-darkgrey / 57 0.82 (p < 0.01)
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Figure 8. Co-expression network of differentially expressed genes in Takanari rice cultivar under control and chronic conditions.

(A) Gene co-expression network was analyzed in the differentially expressed genes (DEGs) under chronic O, conditions. The
module name and its gene number were listed with top-15 highest correlation co-efficient (R) values between module eigengene and
tiller number (TN). In addition, the detailed network was visualized for the (B) brown, (C) yellow, (D) blue, and (E) turquoise
modules. Each node represents a gene, and the shade and size of the node reflect the values of degree and Betweenness centrality,
respectively. Each edge represents the connection between nodes. The square nodes are the genes that were detected as hub-gene
candidates in each module.



