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SUMMARY  
 

Skilled computational biologist with a strong scientific and technical background, including experience in 

genomics/transcriptomics, data analysis, statistics, and machine learning. 

 

WORK EXPERIENCE  

 

Institut de Biologie ENS (IBENS), Paris, France                      11/2020 - 12/2025 
Postdoctoral Research Fellow 

 Developed bioinformatics pipelines for RNA-seq data analysis, covering genomics and transcriptomics. 

 Analyzed large-scale marine datasets such as MMETSP, Tara Oceans, and Phaeoexplorer. 

 Developed a novel machine learning tool for lncRNA prediction in marine microbial species; this tool helped 

increase the reliability of long non-coding RNA (lncRNA) identification (https://gitlab.com/a.debit/votinglnc). 

 Integrated RNA-seq and imaging satellite data.  

 Implemented a SQL database containing approximately 2 million lncRNAs from 414 marine micro-organism 

species. This database is publicly accessible at (www.lncplankton.bio.ens.psl.eu).  

 Collaborated with both national (Station Biologique de Roscoff, France) and international laboratories 

(Department of Bioscience, Kwansei Gakuin University, Japan). 

 Presented results at international conferences, submitted manuscripts, and participated in grant writing.  

 Mostly used R, Bash, Python, and SQL.  

 Mostly worked on Linux, using HPC clusters (SLURM and HT-Condor), and source code tracking (GitLab). 

 

Laboratory of Human Genetics (GIGA-Research), Liège, Belgium                      02/2017 - 03/2020 
Research Fellow 

 Developed generic bioinformatics pipelines for RNA-seq data analysis generated using various library 

preparation kits, including Ovation SOLO, CATS Diagenode, BGI, and Illumina. 

 Implemented a novel feature selection method (https://gitlab.com/a.debit/stabfs) to identify the most 

important and robust biotypes from large datasets.  

 Implemented an optimized machine learning pipeline aimed at identifying short molecular biomarker 

signatures for cancer screening. 

 Designed a circulating miRNA-based short biomarker signature for Breast Cancer (BC) screening in the 

Rwandan population (with an AUC = 0.86 on an independent cohort). This signature can serve as an 

alternative to mammography in clinics. 

 Integrated bulk RNA-seq, circulating miRNA (RT-qPCR), and metabolite data to design an integrated 

signature for breast cancer screening in Belgian women.  

 Designed a novel performance metric to measure the intrinsic stability of Random Forest methods using 

TCGA-Cancer datasets. 

 Collaborated with an industrial partner (Diagenode, Liege) and an international laboratory (Hospital of Kigali, 

Rwanda).  

 Primarily used R, Bash, and Python; worked on Linux and HPC clusters (SLURM) and managed source code 

with GitLab. 

 

BIO3-Medical Genomics Unit (GIGA-Research), Liège, Belgium                              11/2015 - 01/2017 
Research Fellow 
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 Compared methods for RNA-seq normalization and correction of batch effects. 

 Utilized co-expression networks and information flow methodologies as components of a comprehensive 

pipeline for the investigation of gene-gene interactions. 

 Participated in national and international workshops on DNA-seq and RNA-seq bioinformatics data analysis. 

 

EDUCATION  

 

University of Liège, Belgium                                                                                                                       10/2020 
Ph.D., Bioinformatics (Cancer genomics and Machine learning)  

 

University of Liège, Belgium                                                                                                                       06/2015 
Master, Bioinformatics  

 

University of Tizi-Ouzou, Algeria                                                                                                             07/2008 
Engineer, Computer Science 
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SKILLS  

 
Hard Skills: R Programming (Advanced), Machine learning (Experienced), Statistical modeling 

(Experienced), Bash scripting (Experienced), Git (Experienced), HPC (Experienced).  

Techniques: Predictive modeling, Data visualization, Tool development, Database (MySQL), Web 

development. 

Bioinformatics databases:   Ensembl, TCGA, GenePattern, NR-NT, RefSeq, Pfam, UniProt, UniRef.


