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PhD in Bioinformatics 2011 — Present
Roska Tamas Doctoral School of Sciences and Technology, PPKE ITK, Budapest

Microbiom research

Drug combination prediction
Network analysis

Network mining

Data integration

Data warehousing

Erasmus scholarship, internship 2009 — 2010
Katholieke Universiteit Leuven

Data mining

Machine learning
Statistics - linear models
Biological databases
Introduction to genetics

Msc in Electronic and Computer 2005 — 2011
Engineering
Pazmany Péter Catholic University, Faculty of Information Technology and Bionics

Sensing computers and robots
Neuromorphic information technology
Bionics

PPKE (Budapest) - SE (Budapest) - 2011 — Present
ICGEB (Trieste, Italy)

Drug combination prediction

Large-scale, data-driven prediction of efficient drug combinations

Personal tasks: developing and applying new paradigms for designing drug combinations
in a data-driven way; data integration; statistical evaluation of the data

Skills acquired or improved:

- data warehousing (JBioWH, developing an ETL-based framework for bioinformatics data
integration): Oracle, MySQL, PL/SQL, XML

- NoSQL graph databases (Neo4;j)

- programming in: Matlab, R, Python, Java

- network mining

- sparse linear algebra

- Markov processes and Monte Carlo methods

PPKE (Budapest) - SE (Budapest) - Sep 2011 — Sep 2013
ICGEB (Trieste, Italy)

Text mining

Revealing unexpected relationship between biological entities such as diseases and genes
based on the analysis of biomedical corpora and by using text and other data networks
Personal tasks: Statistical evaluation of the biomedical hypothesis generated by the
algorithm; improving the ranking performance by using network-mining techniques
Skills acquired or improved:

- cloud computing



PROGRAMMING
SKILLS

LANGUAGE
SKILLS

SCIENTIFIC
PUBLICATIONS

- network data mining
- assessing the significance of the ranking
- text mining

- programming in Matlab
PPKE (Budapest) - ICGEB (Trieste, Sept 2014 — Jun 2016
Italy)

Microbial research

Developing an algorithm for the interpretation and analysis of high-throughput
sequencing data

Personal tasks: classifying large number of experimental data item with high sensitivity
Typical data size: 30 gigabyte / experiment

Skills acquired or improved:

- programming in C

- Python framework for testing and data visualization

- handling complex data structure such as taxonomy

python (expert), R (expert), SQL (expert), Matlab (expert), C++ (intermediate), Java
(intermediate), C (intermediate), Unix Shell Script (intermediate), JavaScript (beginner)

English: fluent (in written and spoken)
French: intermediate (in written and spoken)
Dutch: beginner (in written and spoken)
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