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Fig. S1 Calibrate of dual RNA-seq data using qRT-PCR. A Comparison of expression patterns for A. thaliana defense-related genes (AtPR1, AtRBOHD, AtPDF1.2, AtWRKY18) as determined by qRT-PCR and RNA-seq. Data represent the mean of three biological replicates with error bars indicating standard deviation. B Comparison of expression patterns for B. cinerea pathogenicity-related genes (BcCrh1, BcHip1, BcXYG1, BcIEB1) as determined by qRT-PCR and RNA-seq. Data represent the mean of three biological replicates with error bars indicating standard deviation.
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Fig. S2 Assessment of the RNA-Seq Data Set of A. thaliana during Botrytis-infection. A Distribution of FPKM values for A. thaliana transcripts. B Correlation heatmap illustrating the relationships between gene expression profiles across different time points of B. cinerea infection in A. thaliana. C PCA of RNA-seq data, visualizing the overall variance and relationships between samples based on their gene expression patterns.
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Fig. S3 Assessment of the RNA-Seq data set of B. cinerea during Botrytis-infection. A Correlation heat map of B. cinerea transcripts revealing four distinct transcriptional stages. B Distribution of FPKM values for B. cinerea transcripts.
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Fig. S4 Cluster size and the soft power analysis for Mfuzz. (Supports Figure 3). A-B Optimal number of clusters determined by the Elbow method using Mfuzz in B. cinerea (A) and A. thaliana (B). The Elbow method identifies the optimal number of clusters by finding the point at which adding more clusters does not significantly improve the within-cluster sum of squares. C-D Soft power analysis to obtain the optimised power number in B. cinerea (C) and A. thaliana (D). The cut-off threshold indicated that the total RNA-Seq Data Set from infected rice samples could be divided into 9 and 8 co-expression modules, respectively.
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Fig. S5 Expression dynamics of genes involved in A. thaliana disease resistance pathways. Heatmap illustrating the expression patterns of genes associated with various disease resistance pathways in A. thaliana, including salicylic acid (SA), jasmonic acid (JA), ethylene (ET), reactive oxygen species (ROS), callose deposition, calmodulin signaling, phytoalexin biosynthesis, mitogen-activated protein kinase (MAPK) cascades, MYB transcription factors, WRKY transcription factors, and ethylene response factors (ERF).
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Fig. S6 Functional annotation of CEPs using HMMER and dbCAN3. A Distribution of CEPs annotation based on predicted functions. CEPs were categorized as CAZymes, Peptidase, Lipase, and others. B Proportion of CAZyme-encoding genes within each temporal expression module.
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Fig. S7 Distribution of 852 B. cinerea CEPs Gene Loci on Chromosomes. (Supports Figure 5B). Genetic map showing the order and relative distribution of CEPs loci among the 18 chromosomes of B. cinerea. The positions were determined by analysis against the B05.10 reference genome.
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Fig. S8 Number of proteins in each 3D structure cluster.
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Fig. S9 Structural alignment of BcCDI1 and BcIEB1. The method used for sequence alignment is TM-align.
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Fig. S10 Protein length and cysteine content of experimental CEPs.
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