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Sofia Obolenski was born on the 17th of March 1997. After completing her secondary education 

in Cologne (Germany), she began the Bachelor’s program in Biomedical Sciences at 

Maastricht University (The Netherlands) in 2016, where she developed a growing interest in 

cancer genetics and molecular biology. Alongside her studies, she worked as a student 

assistant in the university library for two years. In 2018, she completed an extracurricular 

research internship at the School for Mental Health and Neuroscience, Maastricht University, 

focusing on autoantibodies in neurological and psychiatric disorders. Later that year, she was 

awarded an Erasmus+ travel grant and completed a six-month exchange semester at the 

University of Exeter (UK). In 2019, she completed her Bachelor’s thesis at the School for 

Oncology and Developmental Biology, Maastricht University, investigating the role of NDRG4 

in the enteric nervous system in colorectal cancer. 

She continued with the Master’s programme in Biomedical Sciences at Maastricht University, 

specialising in tumour immunology, and graduated with distinction in 2021. During her 

Master’s, she also worked as a seminar tutor in the Biomedical Sciences Bachelor 

programme, teaching courses including immunology, human genetics, and anatomy. She also 

gained international research experience, first at the University of Oxford (UK) under the 

supervision of Dr. David N. Church and later at the Wellcome Sanger Institute in Cambridge 

(UK), working with Dr. David J. Adams and Dr. Andrew J. Waters. 

Inspired by the topic of cancer predisposition genetics and by the research environment within 

the Adams team, Sofia chose to continue this line of work. An opportunity arose to stay on as 

a PhD student and further contribute to the optimization and application of saturation genome 

editing on tumour suppressor genes implicated in familial melanoma, in collaboration with 

Leiden University Medical Center. The main findings of this research are presented in this 

thesis. 

In 2026, Sofia is embarking on a new scientific endeavour at the MRC Laboratory of Molecular 

Biology in Cambridge as a postdoctoral fellow within the Synthetic Human Genome Project, 

where she will extend her PhD work in telomere biology and functional genomics to explore 

large-scale genome engineering and synthetic human genome biology, with a particular focus 

on how engineered genomic changes affect telomere function. 
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Courses and workshops  

2021   LUMC course: Workshop Scientific conduct 

2021   LUMC course: Communication in Science for PhDs  

2021  WSI course: Introduction to Regulatory Compliance 

2021  WSI course: Introduction to Entrepreneurship and Innovation 

2021 WSI course: Communicating your science - an introduction to Public 

Engagement 

2021 WSI course: Scientific writing & writing an academic report  

2021 Next Generation Sequencing  

2022 WSI course: The use of human materials in research - regulatory awareness 

2022 WSI course: Current ethical issues in genomics 

2022  LUMC course: Basic Methods and Reasoning in Biostatistics 

2022  WSI course: Flow Cytometry Course  

2025  Edinburgh University: Variant Analysis Workshop  

2025  WSI course: Risk Management Training  

2025  WSI course: Responsible Research and Innovation (RRI) 

2025  Utrecht University course: Responsible Conduct of Research 

 

Conferences attended  

2022  Mutational Scanning Symposium Toronto (CN) 

2022 CRISPR and Beyond: Perturbations at Scale to Understand Genomes in 

Cambridge (UK)  

2023 Telomeres & Telomerase 2023 CSHL in Boston (USA)  

2023 Curating the Clinical Genome (Presenter) in Cambridge (UK) 

2023 Mutational Scanning Symposium (Flash Talk & Poster) in Cambridge (UK) 

2023 ACGS Conference Birmingham (Presenter)  
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2023 GenoMel Meeting (Presenter)  

2024 MGC Symposium in Leiden, NL (Presenter)  

2025 Festival of Genomics & Biodata in London, UK (Poster)  

2025  GenoMel Meeting in Amsterdam, NL  
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