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Figure S1. Correlation Heatmap of Gene Expression Levels between Sample
Pairs and Box plots of CPM values for each sample. (a) Biological replicate
correlation testing and assessment of the reliability of differentially
expressed genes and screening of outlier samples. The Pearson correlation
coefficient (r) is used as an evaluation metric for the biological replicate
correlation; (b) Box plot of gene expression distribution of all samples. The
abscissa in the figure represents different samples, and the ordinate
represents the logarithmic value of the sample expression CPM. No B.
cinerea at CKACO1, CKAC02, CKAC03 and CKMTO01, CKMT02, CKMTO03; B.
cinerea treatment at AC01, AC02, ACO3 and MT01, MT02, MTO03.
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Figure S2. Differentially expressed genes. (a) CKAC _vs_ AC; (b) CKMT _vs_
MT; (c) AC _vs_MT. Volcano Plot displays the differences in gene expression
levels between two samples or groups, along with their statistical
significance. Each point represents a gene, where the x-axis represents the
log-fold change in gene expression between the two samples, and the y-axis
represents the negative logarithm of the statistical significance of the gene
expression change. Green points represent downregulated differentially
expressed genes, red points represent upregulated differentially expressed
genes, and black points represent non-differentially expressed genes.
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Figure S3. A comprehensive depiction of the expression levels of
differentially expressed KEGG analysis plant-pathogen interaction related 5
genes among the four groups (CKAC, AC, CKMT, MT) in leaves at 22 h (AC)
and 24 h (MT) post-inoculation with B. cinerea.
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Figure S4. The GO enrichment analysis of DEGs. (a) CKAC _vs_ AC; (b)
CKMT _vs_ MT: (c) AC _vs_ MT. The x-axis represents the GO terms,
while the y-axis on the left indicates the percentage of genes and on the
right indicates the number of genes.



