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Figure S1. Pair-wise Pearson’s correlation coefficients of the sequencing data of 60 samples.
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Figure S2. Dynamic expression patterns of genes during infection 
by real-time RT-PCR.
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Figure S3. Venn diagrams of specific and common DEGs responding to A. flavus in AF99 and AF32
 (infection vs. mock-treatment) at different time points (a, 0 hpi; b, 0.5 hpi; c,1.5 hpi; d, 3 hpi; e, 6 hpi).
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Steroid hormone biosynthesis
Ovarian steroidogenesis
Prolactin signaling pathway
Cortisol synthesis and secretion
Photosynthesis
Sesquiterpenoid and triterpenoid biosynthesis
Phenylpropanoid biosynthesis
Biosynthesis of secondary metabolites
Metabolic pathways
Diterpenoid biosynthesis
Insect hormone biosynthesis
Phenylalanine metabolism
Terpenoid backbone biosynthesis
One carbon pool by folate
Plant hormone signal transduction
Benzoxazinoid biosynthesis
Leukocyte transendothelial migration
Fc epsilon RI signaling pathway
Chemokine signaling pathway
VEGF signaling pathway
Osteoclast differentiation
Natural killer cell mediated cytotoxicity
B cell receptor signaling pathway
Fc gamma R-mediated phagocytosis
Steroid biosynthesis
Cysteine and methionine metabolism
Indole alkaloid biosynthesis
Isoquinoline alkaloid biosynthesis
Glutathione metabolism
DNA replication
Nucleotide excision repair
Base excision repair
Brassinosteroid biosynthesis
Carotenoid biosynthesis
Neuroactive ligand-receptor interaction
Linoleic acid metabolism
Flavonoid biosynthesis
Degradation of aromatic compounds
Metabolism of xenobiotics by cytochrome P450
Drug metabolism - cytochrome P450
Ubiquinone and other terpenoid-quinone biosynthesis
Sphingolipid metabolism
Stilbenoid, diarylheptanoid and gingerol biosynthesis
Glyoxylate and dicarboxylate metabolism
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Figure S6. KEGG pathways enriched in down- and up-regulated genes responding to A. flavus in 
AF99 and AF32 (infection vs. mock-treatment) at different time points. Color depth represents the 
corrected p-value. 
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Figure S7. MapMan-based visualization of an overview of the cellular response at the T4 stage in AF99(a) and AF32(b).


