CURRICULUM VITAE
Filip Miljkovi¢, MPharm, PhD
Gothenburg, Sweden

Tel: +46 (0) 736859184, E-mail: filipm90@yahoo.com, Website: filipm90.github.io

Work Experience

Education

International
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LinkedIn ORCID ResearchGate

July 2022 — Present

Senior Scientist Computational Chemistry
Medicinal Chemistry, Early Cardiovascular, Renal and Metabolism (CVRM),
AstraZeneca R&D, Gothenburg, Sweden

January 2021 — Present

Affiliate Scientist

Department of Life Science Informatics, b-it, LIMES Program Unit Chemical
Biology and Medicinal Chemistry, Rheinische Friedrich-Wilhelms-Universitét
Bonn, Germany

February 2020 — June 2022

Senior Data Scientist
Imaging and Data Analytics, Clinical Pharmacology & Safety Sciences,
AstraZeneca R&D, Gothenburg, Sweden

June 2016 — December 2019

PhD (Dr. rer. nat.) in Computational Life Sciences

Department of Life Science Informatics, b-it, LIMES Program Unit Chemical
Biology and Medicinal Chemistry, Rheinische Friedrich-Wilhelms-Universitat
Bonn, Germany

Grade: 0.7 (Magna cum laude)
Thesis: Chemoinformatics-Driven Approaches for Kinase Drug Discovery
Supervisor: Prof. Jiirgen Bajorath

October 2009 — September 2014

Master’s degree in Pharmacy (MPharm, Integrated studies)
Department of Pharmacy, Faculty of Medicine, University of Ni$, Serbia

Grade: 9.58/10.00
Thesis: An Overview of Dipeptidyl Peptidase-IV Inhibitors
Supervisor: Prof. Andrija Smelcerovi¢

July 2013 — August 2013

IPSF Student Exchange Program
Department of Analytical Chemistry, Medical University of Gdarsk, Poland

Description: Quality consistency evaluation of Melissa officinalis L.

samples using HPLC fingerprints
Supervisor: Agnieszka Viapiana (née Arceusz), PhD
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Technical Skills

Medicinal
Chemistry/Chemical
Biology Skills

Computer Skills

Languages

Teaching
Experience

Mentorship
Experience

Data extraction/curation (KNIME, RDKit, and OpenEye Chemistry Toolkit),
SAR analysis, Network analysis (Cytoscape, Gephi, NetworkX Python
package), 2D/3D ligand similarity (descriptor-/fingerprint-based, ROCS),
Structure and ligand-based virtual screening, Molecular modeling suites
(MOE, Schrodinger), Molecular docking (MOE Dock, Maestro AutoDock,
PLANTS, DockTite for covalent docking), Protein-ligand interaction
fingerprints, Machine learning (SVM, RF, KNN, XGB, DNN, GCNN; scikit-
learn, TensorFlow)

Computational chemistry design in several ongoing drug projects, Chemical
library enumeration, In vitro/In vivo assay knowledge and translation,
Multi-parameter drug optimization, ADME/PK, Chemical toxicology/Safety
sciences, Basic synthetic chemistry understanding

Python (advanced knowledge), Bash (basic knowledge), R (basic knowledge),
SQL (basic knowledge), ChemOffice, Biovia, KNIME/Pipeline Pilot, Office
suite, Windows/Linux

Serbian (native)
English (fluent): TOEFL (109/120)
Swedish (good)

German (good)

Master’s Program in Pharmacy at the Medical faculty, University of Nis,
Serbia

¢ “General Chemistry with Stoichiometry”, October 2010 — January 2011.
e “Organic Chemistry”, March 2011 — June 2011.

Master’s Program in Life Science Informatics at the University of Bonn,
Germany

e “Introduction to Chemistry”, September 2016 — October 2016.

e “Structural Bioinformatics”, October 2016 — January 2018.

e “Molecular Modeling and Drug Design”, April 2017 — February 2019.
e “Programming Lab I” (Python), April 2019 —June 2019.

¢ “Introduction to Machine Learning Tutorial”, April 2019 — June 2019.

Visiting Students Coming from Collaborative Projects between University
of Bonn, Germany and Kyoto University, Japan or Waseda University,

Japan

e “Structural Bioinformatics and Molecular Modeling”, October 2017 —
December 2019.

e Supervision of two Master theses at Rheinische Friedrich-Wilhelms-
Universitat Bonn, Germany

¢ Individual development plan/Career development discussion (long-
term) with two graduate scientists from Data Science & Al Graduate
Program, AstraZeneca R&D, Sweden
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