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Figure S5 Ten DEGs involved in plant hormone signal transduction pathways. The sketches of these pathways were automatically

made by KEGG online (http://www.genome.jp/kegg/). Two solid pillars present the cytomembrane and dotted pillar presents the

nuclear membrane; o, chemical molecules; +p, phosphorylation; -p, dephosphorylation; +u, ubiquitylation; -u, ubiquitylation. Selected

genes that were used for validation by gRT-PCR are written in red bold.



