
SUPPLEMENTAL FIGURE LEGENDS 

supplemental Fig. 1. Gene plots of top ranking pathways involved in the immunomodulatory network linked to 

FTH1. 

supplemental Fig. 2. Gene network analysis reveals the over-represented networks from all the genes which 

correlate with FTH1 expression. (A) Significantly over-represented gene networks associated with FTH1 

expression. Two orange highlighted pathways are related to immunoregulation; (B) "Antigen presentation, 

infectious disease" interaction network reveals that most of immunoregulatory genes in this network positively 

correlate with FTH1 expression (red nodes). Green nodes are those genes which negatively correlate with FTH1 

expression, while empty nodes are those which were not submitted for analysis. 

supplemental Fig. 3. Protein network analysis reveals the over-represented networks from all the proteins which 

correlate with FTH1 expression. 
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1. Top FTH1-related pathways involved in the activation of cytokine signaling 

1-2. Top FTH1-related pathway links cytokine signaling and adaptive immunity 
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2. Top FTH1-related pathways involved in the activation of adaptive immunity 
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3. Top FTH1-related pathways involved in cell death process 
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