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RESEARCH INTERESTS 
 
Our research is focused on histone H1 and its role in the epigenetic regulation of 

chromatin higher-order structure and dynamics. In humans, there are seven H1 somatic 

subtypes or variants. H1 subtypes are present in different proportions, depending on 

the cell type and stage of development. While H1 subtypes can compensate for the H1 

depletion of one or two subtypes, numerous studies suggest that they are functionally 

distinct. H1 subtype composition is also altered in pathological states, especially in 

cancer, highlighting the importance of H1 for cellular homeostasis. Therefore, we are 

interested in studying the regulation of the expression of H1 subtypes in health and 

disease. Our findings may provide further evidence of the functional differentiation of 

H1 subtypes, the compensatory effects upon H1 perturbation, and the role of H1 in 

carcinogenesis.  

 



 

 
STRATEGIC OBJECTIVES 
 
The main target of our work is to understand how the H1 subtype composition is 

regulated at transcriptional and post-transcriptional levels, combining genomic and 

proteomic approaches. We also aim to study of H1 alterations in cancer and their role 

in this disease.  

  

For additional details, please visit our website https://sites.google.com/view/esfureH1 

or follow us on twitter @histone H1  

Contact information:  

Email: alicia.roque@uab.es  

Phone: 935814707  

 
MAIN RESEARCH LINES 
 

Transcriptional regulation of the H1.0 and H1x gene promoters and their role in the 
compensation of H1 variants upon perturbation.  
 
Role of the epitranscriptome in the regulation of H1 somatic subtypes.  
 
Regulation of the mRNA and protein levels of H1 somatic subtypes in cancer cell lines.  
 
Alterations of H1 subtypes in cancer: Levels of mRNA, proteins, and PTMs.  
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