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Research Experience
2017 – Now ] Postdoctoral Research Associate, Department of Biochemistry, University of Oxford.

Research on transcriptional regulation in Lidia Vasilieva laboratory.
2011 – 2016 ] Ph.D. Student, Protein-Nucleic Acids Interactions Group, Instituto Gulbenkian de Ciência.

Studies on nucleic acids recognition by Z-DNA/Z-RNA binding domains.
2009 – 2010 ] Master Student, Faculty of Biochemistry, Biophysics and Biotechnology, Jagiellonian Uni-

versity.
Mathematical modeling of the tricarboxylic acid cycle.

2009 ] Summer Undergraduate Fellow, Science Foundation Ireland Biomedical Research Net-
work.
Project: Predicting the methylation status of CG clusters in mouse germ cells.

Education
2010 – 2016 ] Ph.D., Instituto Gulbenkian de Ciência, Structural Biology, Integrative Biomedical Sci-

ences, Portugal
2005 – 2010 ] M.Sc. Biotechnology, Jagiellonian University Faculty of Biochemistry, Biophysics and

Biotechnology, Poland
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† Co-corresponding author * Co-first author
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Funding
2025 ] The Medical Sciences Internal Fund: Pump-Priming , £12,000, University of Oxford.

Project: "Exploring a link between conserved, druggable histone deacetylase complex and
RNA polymerase II transcription"

2010-2014 ] Ph.D. fellowship from Fundação para a Ciência e a Tecnologia, Portugal
2009 ] UREKA stipend (Summer Undergraduate Fellowships in a Biomedical Research

Network) funded by the Science Foundation Ireland, Galway, Irealand

Teaching and Mentoring
Graduate students ] Niek Schoemaker, Alex Au, Sarah Hassanein, Sum Po Ava Chan, Isobel Jury, Anna

Wiecek, Diogo Ribeiro
Practical ] “Origins of replication” - bioinformatics class in R environment to analyse genome-

wide data, Department of Biochemistry, University of Oxford
Tutorial ] “Splicing and 3’-end RNA processing”, Department of Biochemistry, University of Ox-

ford



Conferences and courses
18-19/03/2024 ] 35th UK Oxford Annual RNA Polymerase Workshop, Oxford, UK. Talk: "DSIF factor

Spt5 coordinates transcription, maturation and exoribonucleolysis of RNA polymerase II
transcripts"

25-28/01/2024 ] RNA UK meeting, Windermere, UK. Talk: "DSIF factor Spt5 coordinates transcription,
maturation and exoribonucleolysis of RNA polymerase II transcripts"

19-23/09/2023 ] Regulation of RNA 3’ end formation across eukaryotic genomes, Oxford, UK. Poster:
"Investigating interactions between termination factor Xrn2 (torpedo) and the RNA poly-
merase II transcriptional machinery"

5-7/04/2019 ] V Polish Conference of Genetics "Genomica", Cracow, Poland. Invited speaker
26-28/01/2018 ] RNAUKmeeting, Windermere, UK. Poster: "Mechanistic insights into the function of the

conserved factors that coordinate RNA polymerase II transcription and RNA processing"
20-24/09/2017 ] Regulation of RNA 3’ end formation across eukaryotic genomes, Oxford, UK. Poster:

"Mechanistic insights into function of the conserved essential factors that coordinate RNA
polymerase II transcription and RNA processing"

11-13/06/2014 ] Structural Modeling for Large Macromolecular Complexes, Oeiras, Portugal
1-4/09/2012 ] The FEBS workshop on RNA Biology, Tavira, Portugal. Poster: "Dissecting the speci-

ficity determinants of Adenosine to Inosine RNA editing"
26-27/01/2012 ] Portuguese RNAMeeting 2012, Lisbon, Portugal
9-11/05/2011 ] RNA Bioinformatics, Oeiras, Portugal
2-7/05/2011 ] Bioinformatics using Python for Biologists, Oeiras, Portugal

20-22/11/2009 ] XI Seminar of Biotechnology Students, Poznań, Poland. Poster: "Predicting the methy-
lation status of CG clusters in mouse germ cells"

Collaborations
Prof. Jason Schnell, University of Oxford ] NMR studies on transcriptional factors.
Dr. Marcin Krzykawski, Real-Research ] Industry partnership. I take an advisory role and provide bioin-

formatics expertise.
Dr. Ewa Chrostek, Jagiellonian University ] AlphaFold modeling of Wolbachia-Drosophila interactors.

Additional Activities
Advisory board ] Advisory role and bioinformatics consulting including RNA-seq data analysis for Real-

Research, Kraków.
Reviewing activity ] Co-peer review for Nature Communications, Molecular Cell, Nature, and NSMB.

Outreach ] Open day 2012, Interactive presentiation - Instituto Gulbenkian de Ciência, Oeiras

Skills and Expertise
Bioinformatics ] LATEX, Chimera, VMD, machine learning, R, Python, Coot, Linux, Windows, PyMOL,

CCP4, Phenix, high-throughput sequencing pipelines, cryoSPARC

Molecular biology ] TT-seq, RNA-seq, ChIP-seq, qPCR, mutagenesis, protein expression and purification,
Western Blotting, radioactive assays, in vitro transcription, EMSA, ITC, crystallography

Languages ] Polish (Native), English (Fluent), Portuguese (Intermediate)


