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Postdoctoral Research Fel low                                                 

My primary focus is on , specif ically long non-

coding RNAs (lncRNAs), in marine species such as microplanktonic organisms and macroalgae. I’m 

part icularly interested in exploring the epigenetic regulation role of l incRNAs and lncNATs in these 

species, including their synteny and functional conservation. My research involves developing a 

 to predict the coding potent ial of RNA tran-

scripts, as well as conduct ing bioinformatics analysis (including ), meta-

genomics, and meta-transcriptomics. Addit ionally, I've created a 

 which integrates long non-coding RNAs from marine protists. I’m 

mainly working wi th the Marine Microbial Eukaryote Transcriptome Sequencing Project ( ), 

, and  (in  with Roscoff Marine Station). I contr ibuted to 

several research projects, presented results at in ternat ional conferences, manuscript submissions, 

and took part in grant wr it ing. I mostly used R, bash, Python, and SQL. 

Research Fellow - GIGA-Research, Unit of Human Genetics                             

Co-supervised by the director of the department of genetics and the head of BIO3 Unit, leveraged the 

integration of sequencing and biological data coming from various sources ( , and  

expression) to solve questions related to . I contr ibuted to . I used cir-

culat ing miRNAs data to ident ify  in Rwandan populat ion. 

I designed an opt im ized machine learning pipeline aiming at discovering 

 which can be used in clinics. I designed a flexible RNA-seq analysis pipeline including 

steps: QC and cleaning, mapping,  (in collaboration w i th ) sum m ariza-

t ion and visualization. I applied gene co-expression network approaches on RNA-seq data to study 

gene module preservation and information f low. My research projects have led me to wo rk w i th 
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 data generated using dif ferent l ibrary ki ts: Ovation SOLO, CATS Diagenode, BGI, & Il lum ina. 

and  generated w i th qPCR.  

        

             Research Fellow - GIGA-Research, BIO3 Uni t                                                

              Under the supervision of Prof. Kristel Van Steen, head of the BIO3-Medical Genomics Unit, I ut i l ized 

 to guide gene-gene interaction for . I devel-

oped a pipeline for dif ferent ial expression analysis that incorporates various  

for RNA-seq. By examining patterns of expression changes wi th in gene sets, we can gain valuable b i-

ological insights. Furthermore, a was inferred using the WGCNA method, 

and  was integrated as part of gene-gene interaction pipeline. 

 

Ph.D., Bioinformatics (Cancer genomics and Machine learning)                                                           

Thesis: An in-depth study of random forests methodologies for short biomarker signature discovery 

                Advisors: Prof. Kristel Van Steen and Vincent Bours 

Master Bioinform atics and Modeling                                                                                                          

Topic: Development and deployment of a machine learning-driven tool for automated quanti f ica-

t ion and classif ication of foll icles in high-resolut ion histological images (Cytomine). 

              Advisors: Prof. Pierre Geurts 

Computer Science Engineering                                                                                                                   

Topic: Design and Implementat ion of a Mul t i - function Com munication Platform  

  

 Assessing Random Forest self -reproducibi l i ty for opt imal short biomarker signature discovery. 

2025 

              Evolut ionary genomics of the emergence of brown algae as key components of coastal ecosystems.  

 2024 

             LncPlankton V1.0: a comprehensive collect ion of plankton long non-coding RNAs.  2023 

 Dif ferent ial expression patterns of long noncoding RNAs in a pleiomorphic diatom and relation to 

hyposalini ty. 2023 



 Dif ferences in plasma microRNA content impair m icroRNA-based signature for breast cancer diagno-

sis in cohorts recruited from heterogeneous environmental sites.  2021 

 Prevalence of histological characteristics of breast cancer in Rwanda in relation to age and tumor 

stages.  2020 

 

vot ingLNC: LncRNA ident i f ication through majori ty vot ing ensemble learning. 2023. Soft-

ware. https://doi.org/10.6084/m9.figshare.24799632.v2 

 stabFS: a stable feature selection based on random forest and stabil i ty measures.  2023. 

Software. https://doi.org/10.6084/m9.figshare.24878646.v1 

 

 Since 2023: Societé Phycologique de France SPF 

 Since 2019: International Genetic Epidemiology Society IGES 

 Since 2019: Belgian Society of Human Genetics BeSHG 

 Since 2017: European/American Society of Human Genetics ESHG/ASHG 

 Since 2016: European Cooperation in Science and Technology COST 

 

Program ming & markup languages: R, R Shiny, Bash, Python, Java, SQL, PHP, XML, HTML/CSS, JavaS-

cript, LaTeX 

 Bioinformatics API: Ensembl, TCGA, GenePattern, R Plumber (for APIs) 

 Frameworks: Maven, Hibernate, Spring 

 Databases: MySQL, SQLite 

 High performance comput ing: Unix environment , HPC Cluster, Condor, Slurm, Parallel computing  

 Versioning: GitLab, Github, sourceTree 
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