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Cancer is controlled by genetic and epigenetic events that tightly regulate tumor initiation 
and progression. Although extensive studies have dissected the effects of genetic 
changes in cancer, little is still known about the epigenetic alterations that occur 
throughout carcinogenesis. This project aims to dissect the signatures of DNA 
methylation in key cancer genes, towards controlling cancer development/progression by 
gene-specific epigenetic silencing or activation. 

The project will focus on genes differentially methylated in tumor vs. normal tissues and 
explore co-relations with gene expression, tumor progression and patient survival. 
Methylation of specific DNA sequences all across the genome will be first identified 
through available databases baring patient data and, genes/pathways selected as key 
players in cancer will be further validated in patient cohorts. Then, we will identify 
methylation signatures and characterize patterns that could direct methylation and 
demethylation enzymes to target specific sites of the genome by analyzing DNA 
sequence, chromatin conformation and histone marks.  

Availability from the candidate to spend part of his/her PhD at Oxford University, UK is 

considered beneficial. 
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