
Supplementary data 

 

 
Figure S1. A.  Differentially expressed Arabidopsis thaliana genes in mock and B. cinerea (Bc) 

infected plats. Shown are the number of upregulated and downregulated genes with more than 

four-fold difference between the following pairs: iqd1-1 vs. WT, infected WT vs. WT, infected 

iqd1-1 vs. iqd1-1, infected iqd1-1 vs. infected WT. B. Correlation of qRT-PCR and RNA-Seq 

results. Expression ratios of 18 representative genes were determined using qRT-PCR for iqd1-

1/WT. Each RNA-Seq value and qRT-PCR value (mean of 4 repeats) were log2 transformed and 

plotted against each other for comparison. Correlation analyses were done with Spearman’s 

Rho test. 

 

 



 

Figure S2. Differentially expressed clusters in infected vs. mock inoculated WT plants. Enriched 

annotation terms of functional-related genes were grouped into clusters using the DAVID 

bioinformatics resources website. Positive enrichment scores denote upregulated clusters in 

infected WT while negative values denote upregulated clusters in mock treated WT plants. 

 



 

Figure S3. Differentially expressed clusters in infected vs. mock inoculated iqd1-1 plants. 

Enriched annotation terms of functional-related genes were grouped into clusters using the 

DAVID bioinformatics resources website. Positive enrichment scores denote upregulated 

clusters in infected iqd1-1 while negative values denote upregulated clusters in mock treated 

iqd1-1 plants. 
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Figure S4. Differentially expressed GS related genes in iqd1-1 compared to WT. Schematic 

overview of important genes involved in glucosinolate biosynthesis. Upregulated genes in iqd1-1 

are in red boxes and downregulated genes are in green boxes (numbers represent fold change). 

 

 

 

 

 



 

Figure S5. A. Differentially expressed Botrytis cinerea genes when infecting iqd1-1 compared to 

WT. Shown are the number of upregulated (positive values) and downregulated (negative 

values) genes with more than four-fold difference between B. cinerea infecting iqd1-1 as 

compared to infecting WT. B. qRT-PCR validation of RNA-Seq results. Comparison of B. cinerea 

candidate genes expression levels after infection of iqd1-1 plants vs. WT. 

 

Table S1. Reads of each dataset and mapping results 

 

 

 

 

 



Table S2. Summary of mapped and counted reads of RNA from B. cinerea and mock infected 

tissues. 

 

 

 

Table S3. Arabidopsis thaliana homozygous mutants verification primers 

 

 

Table S4. LC-MS/MS conditions 

 



Table S5. MRM parameters. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Table S6. Arabidopsis thaliana qRT-PCR primers 

 

 

 

 

 

 



Table S7. Botrytis cinerea qRT-PCR primers. 

 

 

 

 

 


