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Supplementary Figure S1. Heatmap of differently expressed genes in the R6/2 group compared to the 
genetic background control assigned to adequate gene sets in the cluster of cholesterol metabolism 
(A), steroids and catecholamines metabolism (B), blood coagulation (C), and xenobiotic metabolism 
(D) processes. Each group and gene set are color-coded. Two left columns show the mean expression 
of each gene with a color gradient from green (highest expression) to red (lowest expression). The 
middle column represents the fold change of the gene expression between the R6/2 group and the 



genetic background control group from turquoise (highest positive fold change) to red (highest 
negative fold change). The central part of the heat map shows the gene belonging to the gene sets by 
using black dots. 

 
Supplementary Figure S2. Enrichment analysis of ontological terms using the Genetonic library. Dot 
plot representing down-regulated processes in the adrenal from the R6/2 group compared to the 
genetic background control. Various shades of brown indicate fold change. 
 
 


