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Abstract 
Technological advances and public databases like The Genomic Data Commons (GDC), The Encyclopedia of 
DNA Elements (ENCODE), and The NIH Roadmap Epigenomics Mapping Consor=um (roadmap) have provided 
unprecedented opportuni=es to interrogate the epigenomes of normal and tumor =ssues with high resolu=on.  
Performing integrated analyses of molecular datasets along with clinical informa=on, has been shown to 
improve the prognos=c and predic=ve accuracy for cancer phenotypes if compared to clinical features alone. 
This highlights the importance of developing bioinforma=c tools and/or computa=onal soaware able to easily 
integrate and analyze these data. 
Among the tools providing integra=ve analyses we present the R/Bioconductor package TCGAbiolinks that 
integrates DNA methyla=on and gene expression data to iden=fy differen=ated promoter regions affec=ng the 
gene expression,  and the R/Bioconductor package MoonlightR  for the iden=fica=on of driver genes 
(oncogenes and tumor suppressor) is crucial in the cancer treatment.  
We iden=fied ‘moonlight’ drivers playing a dual role in different context elucida=ng their molecular 
mechanism, with impact on prognosis, resistance to treatment, as well as to guide therapeu=c decisions in 
direc=on of personalized therapy. 
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