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● born November 6th 1984

● citizen of the Republic of Poland

Education

2008 - 2013 University of Warsaw, Warsaw, Poland
Inter-Faculty Interdisciplinary Doctoral Studies in Natural Sciences and
Mathematics
PhD studies in Bioinformatics and Biophysics
Thesis: ”Application of computational biophysics and bioinformatics to
multiscale biological problems” (advisors: Prof. Paweł Golik and Prof. Marek
Niezgódka)

2003 - 2008 Jagiellonian University, Krakow, Poland
M. Sc. in Biophysics, 2008
Thesis: “Study of interactions of fluorescent dyes (Col-F and Sulphorodamine B)
with collagens”
(advisors: Prof. Jerzy Dobrucki and Prof. Marta Pasenkiewicz-Gierula )

Work Experience

09/2023 - …

06/2013 - 08/2023

Institute of Biochemistry and Biophysics Polish Academy of Sciences, Warsaw,
Poland
University College London, Institute of Structural and Molecular Biology,
London, UK

10/2016 - 04/2019 University of Cambridge, Chemistry Department, Cambridge, UK



Joint EMBO Postdoctoral Fellow in Prof. John Christodoulou (UCL) and Prof.
Michele Vendruscolo (Univ. of Cambridge) groups.

Scientific Experience

11/2011 – 02/2012 University of Cambridge, Chemistry Department, Cambridge, UK
visiting student in Prof. Michele Vendruscolo group
(EMBO Short Term Fellowship)

07/2011 Max F. Perutz Laboratories, Vienna, Austria
visiting student in Computational Biophysics of Macromolecules Group
(advisor: Dr. Bojan Zagrovic)

02/2010 University of Texas Medical Branch at Galveston, Galveston, TX, USA
visiting student in Bioinformatics and System Biology Group
Project: “Analysis of sequencing data of human fragile sites”
(advisor: Prof. Maga Rowicka)

08/2009 Mediterranean Institute for Life Sciences, Split, Croatia
Summer studentship in Computational Biophysics of Macromolecules Group
Project: “Conformational selection vs induced fit in protein-protein binding”
(advisor: Dr. Bojan Zagrovic)

07/2008 – 08/2008 Mediterranean Institute for Life Sciences, Split, Croatia
FEBS Summer Scholarship in Computational Biophysics of Macromolecules
Group
Project: “Conformational selection vs induced fit in protein-protein binding”
(advisor: Dr. Bojan Zagrovic)

07/2007 – 08/2007 University of Illinois in Urbana-Champaign , Urbana-Champaign, IL, USA
Summer studentship in Theoretical and Computational Biophysics Group
Project: “Computational study of solvation and hydrophobic effect around a
simple molecular compound”
(advisor: Prof. Klaus Schulten)

Research Interest:

● protein folding and missfolding
● computational protein design
● molecular dynamics simulations
● integrative structural biology
● protein structure and dynamics
● structural bioinformatics
● machine learning



Honors and Fellowships:

● EMBO Long Term Fellowship (2013)
● EMBO Short Term Fellowship (2011)
● Foundation for Polish Science Scholarship - START 2011
● FEBS Summer Scholarship (2008)
● FEBS prize for the best Summer Scholarship report in 2008

Research Grants:
● POLONEZ BIS grant from the National Science Centre for the project: “Co-translational

protein folding in the light of ribosome evolution”. (2023-2025)

Computational Grants:
● LUMI EUROHPC-JU, Regular Access 2022, EU: Computational microscopy: in-cell

co-translational folding and misfolding in health and disease (co-Principal Investigator)
● ARCHER2 HecBiosim Grant 2022, UK: “Structures of oncogenic Ras protein folding

intermediates on the ribosome as novel drug targets” (co-Principal Investigator)
● EPSRC, Access to High Performance Computing Call, 2022, UK: “Atomistic insights into

co-translational protein folding on the ribosome using enhanced sampling molecular dynamics
simulations” (co-Principal Investigator)

● ARCHER2 HecBiosim Grant 2022, UK: “Determining the structural basis of co-translational
protein folding by integrating state-of-the-art MD simulations with experimental data.”
(co-Principal Investigator)

● EPSRC, Access to High Performance Computing Call, 2021, UK: “Computational studies of
co-translational protein folding on the ribosome” (co-Principal Investigator)

● ARCHER2 HecBiosim Grant 2021, UK: “Applying coarse-grained molecular dynamics
simulations to study ribosome interactions: from nascent polypeptides to small molecule drugs”
(co-Principal Investigator)

● ICM Okeanos Computational grant, PL (2019 - 2021): “Studying in atomic details interactions
between protein nascent chain and ribosome during protein biosynthesis” (Principal
Investigator)

● ICM Okeanos - Grand Challenges, PL (2017): “Integrative structural biology approach to
study protein folding and misfolding on the ribosome” (Principal Investigator)

● ICM Okeanos - Grand Challenges, PL (2016): “Studying protein folding and misfolding during
biosynthesis on the ribosome using a computational microscope.” (Principal Investigator)

● ARCHER Leadership Grant, UK (2015-2017): “Computational studies of co-translational
protein folding and mis-folding on the ribosome” (co-Principal Investigator)

Editorial Board:
● Review Editor in Frontiers in Molecular Biosciences (Biological Modeling and Simulation)

Other Experience:
● EMBO Laboratory Leadership Course for Postdocs (2018)
● Polonium Foundation Scientific Content Manager (2017 - 2021)
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Preprints:
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Languages

● Polish - native
● English - fluent
● Russian – basic
● German – basic


