
Curriculum vitae Dr. rer. nat. Matthias König

Name Matthias König
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Academic Educa-
tion

2016 Junior group leader, Humboldt-University Berlin, Systems Biol-
ogy and Systems Medicine of the Liver

2015 Doctorate, Humboldt-University Berlin, Charité University
Medicine, Modeling Hepatic Carbohydrate Metabolism

2008 Diploma biophysics, Humboldt-University Berlin
2005 Pre-diploma biophysics, Humboldt-University Berlin
2002 Studies of biophysics, Humboldt-University Berlin

Professional Ca-
reer

2016–2022 Junior Group Leader, Systems Medicine of the Liver, Institute
for Theoretical Biology, Humboldt-University Berlin

2008–2015 Scientific staff member, Institute of Biochemistry, Computa-
tional Systems Biochemistry, Charité University Hospital Berlin

Supervision

Jan Grzegorzewski
(PhD Biophysics)

2017–2022 Physiologically based pharmacokinetic (PBPK) modeling for
dynamical liver function and CYP phenotyping

Beatrice Stemmer
Mallol (Bachelor
Biology)

2022 A physiologically based pharmacokinetic (PBPK) of the probe
drug talinolol model for the characterization of intestinal P-
glycoprotein

Helena Leal Pujol
(Bachelor Biology)

2021–2022 A physiologically based model of pravastatin – The role of
genotypes and hepatic or renal impairment on the pharma-
cokinetics of pravastatin

Sükrü Balci (Bache-
lor Biology)

2021 Computational modelling of omeprazole - pharmacokinetics
and pharmacodynamics

Adrian Köller (Bach-
elor Biophysics)

2020–2021 A Physiologically Based Model of Indocyanine Green Liver
Function Tests - Effects of Physiological Factors, Hepatic Dis-
ease and Hepatic Surgery

Florian Bartsch
(Bachelor Bio-
physics)

2020 Computational Modelling of Simvastatin – Effects on HMG-CoA
Reductase Activity and Cholesterol

Yannick Duport
(Bachelor Bioinfor-
matics)

2020 Computational Modelling of Midazolam Clearance: Effect of
Inhibitors and Inducers
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Teaching

X-Research Group 2022–2023 X-Student Research Group, Physiologically based modeling of
drugs: ACE inhibitors in the treatment of high blood pressure
funded under the Excellence Strategy of the Federal Govern-
ment and the Länder by the Berlin University Alliance.

Lecture 2018–2019 Computational models of cellular processes
Course and seminar 2017–2021 Computational models of biological systems
Course 2008–2010 Pre-course in math for freshmen

Third Party Funding

BMBF (311 ke) 2023–2026 ATLAS - AI and Simulation for Tumor Liver ASessment
DFG/BUA (3 ke) 2022–2023 X-Student Research Group - Physiologically based modeling of

drugs: ACE inhibitors in the treatment of high blood pressure
DFG (425 ke) 2021–2025 FOR5151 - QuaLiPerF - Quantifying Liver Perfusion-Function

Relationship in Complex Resection – A Systems Medicine
Approach

DFG (co-applicant) 2020–2023 SPP2311 - SimLivA - SIMulation supported LIVer Assessment
for donor organs

EU Horizon (25 ke) 2020–2021 EOSC-Life - Reproducible simulation studies targeting COVID-
19

BMBF (723 ke) 2016–2020 LiSyM – Systems Medicine of the Liver – Junior group, Compu-
tational modeling of dynamical liver function tests

Scholarships

Google Summer of
Code (5 ke)

2015 Scholarship Google Summer of Code for Development of
SBML support for Cytoscape

Studienstiftung 2005 Scholarship Studienstiftung des Deutschen Volkes

Conferences

COMBINE2022 2022 Main organizer of the Computational Modeling in Biol-
ogy (COMBINE) conference in Berlin with > 100 partic-
ipants as satellite event of the ICSB (https://combine-
org.github.io/events/)

Community Outreach

COMBINE Coordi-
nator

2018-2022 Coordinator of the COmputational Modeling in BIology’ NEt-
work (COMBINE, https://co.mbine.org)

SBML Editor 2018-2020,
2021-2023

Editor of the Systems Biology Markup Language (SBML,
https://sbml.org)

SED-ML Editor 2017-2019,
2020-2022

Editor of the Simulation Experiment Description Markup Lan-
guage (SED-ML, https://sed-ml.org)

https://combine-org.github.io/events/
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Software

sbmlutils Python utilities for SBML
(https://github.com/matthiaskoenig/sbmlutils)

sbmlsim SBML simulation made easy
(https://github.com/matthiaskoenig/sbmlsim)

cysbml Cytoscape 3 app for the Systems Biology Markup Language
SBML (https://github.com/matthiaskoenig/cy3sbml)

brendapy BRENDA in python
(https://github.com/matthiaskoenig/brendapy)

libsbgnpy Python library for SBGN
(https://github.com/matthiaskoenig/libsbgn-python)

roadrunner Contributor to the high-performance simulator for SBML
(https://github.com/sys-bio/roadrunner/)

cobrapy Contributor to the COBRA python package
(https://github.com/opencobra/cobrapy/)

tellurium Contributor to the tellurium simulator (https://github.com/sys-
bio/tellurium/)
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