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Supplementary Figure S1. Correlation among RNA-seq samples. (A) heat map of the Pearson correlation of sequenced
samples based on the expression data of all genes. (B) principal component analysis (PCA) of RNA-seq samples based on the
expression data of all genes.



Supplementary Figure S2. Comparison of expression values measured by qRT-PCR and RNA-seq.



Supplementary Figure S3. Annotation and expression profiles of genes involved in plant-pathogen interaction (ko04626)
enriched by the DEGs of MU_treat vs. control.



Supplementary Figure S4. The expression level of genes belonged to the module “Peroxidases” in Mapman analysis.



Supplementary Figure S5. The enriched GO terms (biological process) analyzed by the DEGs of MO_treat vs. MU_treat and
NL895-H vs. NL895-W. (A) the GO terms enriched by DEGs of NL895-H vs. NL895-W, NL895 is a poplar clone containing
high resistance to weak active strain of Marssonina brunnea f. sp. multigermtubi (W) and showed certain susceptible to high
active strain (H) (Chen. C et al, 2015. “A comprehensive analysis of the transcriptomes of Marssonina brunnea and infected
poplar leaves to capture vital events in host-pathogen interactions”). (B) the GO terms enriched by DEGs of MO_treat vs.
MU_treat in this study.
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