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About me

| am an enthusiast senior research scientist with strong expertise in computational biochemistry. |
have a broad interdisciplinary knowledge and experience across chemistry, physics, and biology. |
dedicated my scientific career from Ph.D. student to research group leader to decode the link
between the three dimensional structure and dynamics of molecules and their function in cells. |
discovered how proteins influence the folding of RNA molecules, how drug metabolizing enzymes
embed in lipid membranes and channel drug molecules from and to their active sites, and how
specialized proteins that regulate gene expression engage and reshape DNA in different contexts.
For these discoveries, | used diverse molecular modeling and simulation methods and established or
self designed analysis tools. Through my research, | gained experience with computer architectures,
unix, several programming languages and a variety of molecular modeling software. | have always
been ambitious and enjoyed challenges, especially in designing and leading projects in highly
interdisciplinary teams. Since 2012 | am leading a research team and | am guiding students towards
successful completion of internships or Ph.D. studies. Currently, my research team is part of the
STAR-UBB Institute of the Babes-Bolyai University in Cluj-Napoca, Romania. Throughout my career, |
have published appreciated collaborative research articles in prestigious scientific journals, gave
invited lectures at prestigious international conferences and obtained third-party funding for my
research. At the same time, | dedicated part of my career to developing innovative teaching programs
for undergraduate and graduate students at different universities. The success of these programs
was confirmed by the venia legendi (habilitation) | was awarded and by the positive evaluations
received from students Currently, | am leading courses on structural bioinformatics/computational

structural biology at the Babes-Bolyai University and at the West University of Timisoara, Romania

Goals

| am enthusiastic about further developing my own research lines with challenging projects at a
prestigious academic institution and about coagulating communities of scientific excellence in
Romania. | am particularly excited about inter-disciplinary projects that involve state-of-the-art
technologies at which | excel and novel technologies which | am looking forward to use and develop. |

will continue fostering the intensive exchange between computational modelers and experimenters.
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https://orcid.org/0000-0003-0886-3401

Moreover, | am dedicated to the development of new interactive teaching programs for undergraduate

as well as graduate students.

Research keywords

Computational Biochemistry, Molecular Biophysics, Structural Biology, Structural Bioinformatics,

Biomolecular Recognition, Biomolecular Dynamics, Computer Aided Drug Design, Transcription

Factors, Chromatin Dynamics, Gene Regulation, Cell Fate Determination, Stem Cell Biology

Areas of expertise

Structural biology

Computer/IT skills

Management

Communication

Work experience
Principal Investigator
2022-present

Senior Scientist
2022-2024

Guest scientist
2018-present

Group leader
2018-2021

Project group leader
2010-2018

Research associate
2005-2010

Visualizing, analysing, and manipulating three dimensional structures of
molecules, including proteins, nucleic acids, lipid bilayers, chemicals;
applying methods to determine structures, to build structural models and
to perform computer simulations of biomolecules.

Using specialized software for structural biology and molecular
modeling; basic computer programming in different languages;
managing high end workstations and small computer clusters.
Managing projects and a small research team; coordinating
collaborative projects (attended management and coaching courses
provided by the Max Planck Society)

Publishing and presenting research to specialized and non-specialized
audiences; teaching (my lectures and practical courses have always

been positively evaluated by students).

STAR-UBB Institute, Babes-Bolyai University, Cluj-Napoca,
Romania

Utrecht University, the Netherlands

Utrecht University / Max Planck Institute (Munster, GE)
Hubrecht Institute, Utrecht, NL

Max Planck Institute for Molecular Biomedicine, Mlnster, Germany

Heidelberg Institute for Theoretical Studies, Heidelberg, Germany

Research fellow/associate Max Planck Institute for Biophysical Chemistry, Goéttingen, Germany

2001-2005 (Ph.D. studies)



Education and degrees
Habilitation (2017)

Ph.D. (2005)

M.Sc./Ph.D. International
School (2000-2001)

B.Sc. (1999, 4 years)

Romanian Baccalaureat
(1995-1999)

Grants
Marie Sktiodowska-Curie

Doctoral Networks

Romanian Research
Council (UEFISCDI)

German Research
Foundation (DFG)
Gauss Center

for Supercomputing

PRACE European

Research Infrastructure

PRACE European

Research Infrastructure

Invited Talks
CECAM

ISQBP

Theoretical Chemistry, University of Minster, Germany
Molecular Biology, University of Géttingen

Molecular Biology, Géttingen, Germany

Physics/Chemistry, Physics Faculty, West University of Timisoara,
Romania

Moise Nicoara High School, Arad, Romania

“Enhanced VAccines DEsign against antimicrobial Resistance”
Resistance “EVADERE” (HORIZON-MSCA-2024-DN-01-01, 2026-2030

“How do transcription factors interplay with histone tails to unravel
genomic nucleosomes ?” (240.000 EUR, 2025-2027, PCE PN-IV-P1-
PCE-2023-1458

“In silico approaches to untangle the structural mechanisms of he
combinatorial regulation of transcription by the pluripotency marker
Oct4”, (SPP1356 Program “Pluripotency and Cellular Reprogramming”)
(168.000 EUR, 2011-2014)

“Characterizing the structural basis for the nucleosome recognition by
pioneer transcription factors” (high performance computing resources,
40 million core hours)

“Large scale molecular simulations of protein-DNA recognition in the
combinatorial control of transcription (LASIPROD)” (high performance
computing resources)

“Large scale molecular simulations of protein-DNA recognition in the
combinatorial control of transcription (MUSIPROL)” (high performance

computing resources)

Workshop on the dynamics of biomolecular interfaces
Paris, France (2024)

President’s meeting
Athens, Greece (2024), Strasbourg, France (2021, virtual),
Bergen, Norway (2016)


https://ec.europa.eu/info/funding-tenders/opportunities/portal/screen/opportunities/topic-details/horizon-msca-2024-dn-01-01

Erwin Schroedinger
Institute

Biophysical Society

Biophysical Society

Albany Conversation

Biophysical Society

Teaching

Babes-Bolyai University
Cluj-Napoca, Romania
(2022-present)

West University of
Timigsoara, Romania
(2018-present)

University of Miinster
Germany
(2012-2020)

ESI workshop on chromatin modelling, Vienna, Austria (2024),

Thematic meeting “Biophysics at the dawn of exascale computers”,
Hamburg, Germany (2022)

2022 Annual Meeting, San Francisco, USA

Multiscale Genome Organization subgroup (failed to attend)

20" edition (2019), Albany, USA

Thematic meeting “Multiscale modeling of chromatin: bridging

experiment and theory”, Les Houches, France (2019)

Supervisor/Mentor (M.Sc. and Ph.D. students)

Course on Integrative Structural Bioinformatics, Doctoral School for
Integrative Biology (Faculty of Biology and Geology)

Course on Integrative Structural Bioinformatics, M.Sc. Program in
Bioinformatics (Faculty of Biology and Geology)

Supervisor/Mentor (M.Sc. and Ph.D. students)

Course on Advanced Computational Methods for Biomolecular
Dynamics, M.Sc. Program in Bioinformatics (Faculty of
Informatics)

Supervisor/Mentor (M.Sc. and Ph.D. students)

Advanced practical courses, M.Sc. Programs (Biology Department)

Lecture series “Current aspects in theoretical chemistry” , M.Sc.
program (Chemistry Department)

Lectures on Quantum Mechanics, B.Sc. Program (Chemistry

Department)

Distinctions, memberships, awards, fellowships

ISQBP

University of Miuinster

President (2024-2026)
Vicepresident (2022-2024)
Habilitation (Venia Legendi in Theoretical Chemistry, 2017)

Klaus Tschira Foundation Postdoctoral fellowship (2005-2008)

Max Planck Society

Ph.D. fellowship (2001-2004)

Article and Research Proposal Reviews

Nature Communications, Nucleic Acids Research, PLoS Computational Biology, Journal of Chemical

Theory and Computation, Proteins, Biophysical Journal, Biochemistry, Scientific Reports, Journal of



Chemical Information and Modeling, Gauss Supercomputer Center (Germany), Polish National

Science Center

Skills

Technical Molecular modeling and simulation methods and software (e.g. VMD,
NAMD, Chimera, Modeller, Pymol, Amber), Unix/Linux, Programming
languages (Perl, Tcl, Bash, Python)

Soft Science communication (publications, presentations, teaching), Project
and team leading, Mentoring and guidance, Conference organization,
Team working and building

Languages Romanian (mother language), English, German (fluent), Spanish (good),

French, Italian (understanding level)

Also about me
| have two daughters (10 and 13 years old); | am sociable, passionate about science and nature,
outdoor activities (mountaineering, skiing, football, running, trail biking) and rock music and | enjoy

cooking
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