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Supplementary Table 1. Information of each plant sample and PSK treatment in RNA-
seq experiments. Group name of the plant sample was used in differential expression 
analysis, functional enrichment analysis and transcription factors enrichment analysis.  



Supplementary Table 2A 

 
Supplementary Table 2. W-box motifs in the promoter regions of up- and 
downregulated DEGs. (A) Number of W-box motifs in the promoter regions (1000 bp 
upstream) of up-regulated DEGs, number of W-box motifs in the promoter regions of 
all genes in the genome, percentage of DEGs containing W-box motifs among all 
DEGs, and percentage of genes containing W-box motifs among all genes in each 
treatment condition. 
* The p-value represent Fisher’s exact test for the overrepresentation of DEGs 
containing W-box motifs compared to the genome background.  



Supplementary Table 2B 

 
Supplementary Table 2. (B) Number of W-box motifs in the promoter regions (1000 bp 
upstream) of down-regulated DEGs, number of W-box motifs in the promoter regions 
of all genes in the genome, percentage of DEGs containing W-box motifs among all 
DEGs, and percentage of genes containing W-box motifs among all genes in each 
treatment condition. 
* The p-value represent Fisher’s exact test for the overrepresentation of DEGs 
containing W-box motifs compared to the genome background.  



Supplementary Table 3 

 
Supplementary Table 3.  W-box motifs presence in the promoter regions of genes 
involved in PSK signaling. 
* √ indicates at least one W-box motif presents in promoter region; × indicates no W-
box presents in promoter region. 
  



Supplementary Table 4 

 
Supplementary Table 4. Growth conditions and treatment methods for RNA-seq data 
used in the comparison of PSK, PSY, flg22 and WCS417 induced DEGs. 


