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Figure S3. Complete KEGG modules reconstructed from differentially expressed
genes in Arabidopsis thaliana and Trichoderma atroviride. Reconstruction of
KEGG pathway modules from differentially expressed genes (DEGs) highlights
modules that are fully represented by upregulated (red) or downregulated (blue)
genes in both organisms. A KEGG module is considered complete when all of its
constituent KEGG Orthologs (KOs) are covered by DEGs in each organism-specific
dataset. (A-B) A. thaliana: (A) Ethylene biosynthesis pathway “Methionine —
Ethylene” (MO00368), fully represented by upregulated genes (orange). (B)
Gibberellin biosynthesis pathway “GA12/GA53 — GA4/GA1” (M00928), fully
represented by downregulated genes (blue). (C-D) T. atroviride: (C) Assimilatory
nitrate reduction “Nitrate — Ammonia” (M00531) and (D) Nitrate assimilation
(M00615), both fully reconstructed from upregulated genes (orange), indicating

enhanced nitrogen assimilation during interaction.



