
 

 

 

POSTDOCTORAL POSITION IN BIOINFORMATICS   

We are looking for postdoctoral researchers to join the research group Molecular 

Biology of Huntington’s Disease, led by Dr. Verónica Brito, at the Department of 

Biomedicine, Institute of Neurosciences, University of Barcelona, and the August Pi i 

Sunyer Biomedical Research Institute (IDIBAPS). 

RESEARCH DESCRIPTION 

Brito’s lab’s main goal is to elucidate the molecular and cellular mechanisms by which 
the mutant Huntington’s disease gene drives selective neurodegeneration and to 
translate this knowledge into novel therapeutic strategies.  Huntington’s disease (HD) is 
a fatal, inherited neurodegenerative disorder caused by an expanded CAG repeat in the 
HTT gene, leading to cognitive, motor, and psychiatric disturbances in patients. While 
somatic CAG-repeat expansion is recognized as an early event in HD pathogenesis, it 
remains to be fully understood how this DNA-level mutation gives rise to neuronal 
pathology. Several evidences have revealed that aberrant RNA processing and the 
production of HTT1a, a toxic truncated transcript, play key roles in disease progression.  

The postdoctoral researcher will join the team to contribute to an ongoing, cutting-edge 
project that builds on our recently published findings suggesting that N6-
methyladenosine (m6A) marks on HTT RNA contribute to the generation of toxic HTT1a 
transcripts. The project aims to investigate how this RNA modification regulates the 
pathogenic HTT1a transcript in Huntington’s disease, elucidating the molecular links 
between m6A deposition, DNA repair, transcriptional dynamics, and aberrant RNA 
processing within HTT. By defining the role of m6A RNA modifications as a novel layer of 
gene expression regulation—both at the disease locus and transcriptome-wide—this 
work seeks to uncover fundamental mechanisms of disease and lay the groundwork for 
innovative RNA-targeted therapeutic approaches in HD.  

The project integrates advanced RNA-mapping technologies (Direct RNA sequencing 
using Oxford Nanopore Technology) and CRISPR-based RNA editing tools to define how 
m6A controls HTT1a expression and to develop new strategies for precise 
epitranscriptomic modulation in disease models.  

This position focuses on the computational analysis of transcriptomic and 
epitranscriptomic datasets to uncover the role of RNA modifications in Huntington’s 
disease. The successful candidate will develop and apply bioinformatic workflows for 
processing and integrating NGS and long-read sequencing data. Opportunities to engage 
in related wet-lab workflows are available for interested candidates. 

MAIN RESPONSIBILITIES  

The successful candidate will: 



• Apply and optimize existing bioinformatics pipelines for direct RNA sequencing 

(Nanopore) and short-read sequencing data analysis. 

• Evaluate and benchmark established computational tools for the detection and 

quantification of RNA modifications. 

• Perform integrative analyses of short-read sequencing data to investigate RNA 

modifications, transcriptional dynamics, and chromatin interactions. 

• Integrate multi-omics datasets to identify molecular mechanisms regulating HTT1a 

biogenesis. 

• Ensure effective communication with team members and collaborators to integrate 

expertise and extract the maximum biological information from datasets.  

• Contribute to mentorship and training of junior researchers, fostering standardized 

and rigorous approaches to bioinformatics analysis within the group.  

• Oversee and manage data and code repositories, ensuring optimal organization and 

prompt accessibility.  

• Develop and maintain web-based tools and interfaces for intuitive exploration of 

datasets, making data accessible to collaborators and non-expert users 

 
WHAT WE NEED  

• PhD degree in a relevant field (e.g., biology, bioinformatics, RNA biology, 
transcriptomics, computer science, or a related discipline). 

• Experience in bioinformatics (genomics, transcriptomics) is required. 

• Expertise in long-read RNA sequencing analysis (Oxford Nanopore) is a plus 

• Experience with short-read sequencing analysis (RNA-seq, ChIP-seq, MeRIP-seq, or 
related). 

• Proficiency in R, Python, Linux, and relevant bioinformatics tools/pipelines. 

• Experience in integrative multi-omics analysis is highly desirable. 

• Excellent communication skills and ability to work in a collaborative, 
interdisciplinary team  

• Track record of scientific publications in computational/AI or biomedical fields. 

• A passion for science and commitment to scientific rigor 

• Excellent communication skills and motivation to contribute to high impact research 

• Good communication skills in English. 

• Ability to work independently and efficiently. 

• Motivation to achieve a high-quality work. 
 
WE OFFER 

• A full-time postdoctoral position (2 years) 

• A collaborative and stimulating environment within the Biomedicine Department 

• Incorporation in a growing, dynamic, and highly motivated team with cutting-edge 
research initiatives focused on advancing fundamental and translational research in 
RNA-mediated mechanisms of Huntington’s disease. 

• The stimulating environment of the Barcelona metropolitan area. 



• Integration into a collaborative research environment with strong national and 
international partnerships in RNA and Huntington’s disease studies. 

• Competitive salary according to experience and institutional guidelines. 

• Mentoring and support for career development. 

• Starting date: March 1st 2026 
 

HOW TO APPLY 

Applicants should send a single PDF containing the following to veronica.brito@ub.edu: 

• A cover letter describing research interests and relevant experience 

• Curriculum vitae with a list of publications 

• Contact details for at least two referees 

• Application deadline: January 30th 2026 
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