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Supplementary Table 1:  

List of 54 genes that code for Cu-binding proteins in the human genome with approved gene 

symbols (common symbols), approved gene names, subcellular localization, protein function 

and tissue specificity.   
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Supplementary Figure 1  

A. Graph showing gene expression level of 54 genes in breast cancer. B. Graph showing 

protein expression level of ATOX1 in 18 cancer types. 
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Supplementary Figure 2 

Benign (A) and tumorous (B) whole ductal breast tissue sections immunohistochemically 

stained for ATOX1. Scale bars indicate 2 mm. 
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Supplementary Figure 3  

Scatterplot of clustered genes, showing overrepresentation in the Gene Ontology (GO) 

functional categories, generated using the ReviGO platform. Blue and green circles are GO 

terms with more significant p-values than the orange and red circles. The 

circles' x and y coordinates are derived by applying multidimensional scaling to a matrix of the 

GO terms' semantic similarities; therefore, their proximity on the plot reflects their closeness in 

the GO graph structure in terms of biological process (i.e. the semantic similarity). Over- or 

under-represented Cu-binding genes that are directly associated with the enriched GO terms 

have their gene symbol in blue fonts inside the corresponding elliptical grouping mark. 

 


