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Contact information
Name: Petr Ryšavý
Home page: https://ida.fel.cvut.cz/˜rysavy
Email: petr.rysavy@fel.cvut.cz
Position: Researcher
Affiliation: Intelligent data analysis lab

Dept. of Computer Science
Faculty of Electrical Engineering
Czech Technical University in Prague

Room number: KN:E-435 (Karlovo náměst́ı 13)
Residency: Kralupy nad Vltavou, Czech Republic, EU
Date of birth: 1991
ORCID: 0000-0002-6597-6616
h-index: 6 (Google Scholar), 3 (Web of Science), 3 (Scopus)

Research interests

Machine learning, data mining, algorithms, bioinformatics.

Education

• February 1, 2016 - October 3, 2023
Ph.D. program Artificial Intelligence and Biocybernetics
Computer Science Department
Faculty of Electrical Engineering, Czech Technical University in Prague
Prague, Czech Republic
http://www.fel.cvut.cz/en/
Supervisor: Filip Železný
Research topic: Learning from Read-data, circRNA annotation, cytometry data transforma-
tion
Dissertation: https://dspace.cvut.cz/handle/10467/108077

• January 2014 - December 19, 2015
M. S. in Computer Science
School of Engineering and Computer Science, Baylor University, Waco, TX, USA
http://www.ecs.baylor.edu/
Master’s thesis: Geometric Methods of Accelerating Triangle-inequality-based k-means
Supervisor: Greg Hamerly

• September 2010 - June 2013
Bachelor’s program in Computer and Information Science
Faculty of Electrical Engineering, Czech Technical University in Prague
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Prague, Czech Republic
http://www.fel.cvut.cz/en/, http://informatika.fel.cvut.cz/en/home
Bachelor’s thesis: Metro-Line Crossing Minimization Problem on Czech Hiking Trails
Supervisor: Radomı́r Černoch

Awards and scholarship

• Dean’s prize for teaching tutorials Sep 2019 - Jan 2020 https://fel.cvut.cz/cz/aktuality/
2020/anketa-zima-odmena.html

• Frontier Prize for the best paper of the IDA 2016 conference
https://ida2016.blogs.dsv.su.se/?page_id=1481

• Baylor University
Full tuition scholarship and graduate assistantship stipend
http://www.ecs.baylor.edu/computerscience/index.php?id=868327

• Czech Technical University in Prague
graduated with honor

Employment

• April 2021 - December 2022
Researcher at Cell Biology department of Faculty of Natural Sciences of Charles University

• May 2018 - today
Researcher at Computer Science department of CTU in Prague

• January 2014 - December 2015
Research assistantship at Baylor University, Waco, TX
20 hours work maintaining Java Enterprise application for ACM ICPC competition (http:
//icpc.baylor.edu)

Teaching

• Programming in C++
lectures and labs: Fall 2025

• Bioinformatics (phylogeny, assembly, HMMs, DGE)
labs: Spring 2018, Spring 2019, Spring 2020, Spring 2021, Spring 2022, Spring 2023, Spring
2024, Spring 2025

• Symbolic Machine Learning (reinforcement learning)
labs: Spring 2017, Spring 2018, Spring 2019, Spring 2020, Spring 2021, Spring 2022, Spring
2023, Spring 2024, Spring 2025

• Competitive Programming (advanced algorithms)
lectures and labs: Spring 2025
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• Advanced Algorithms (graph algorithms, random generators, data structures, automata)
labs: Fall 2016, Fall 2017, Fall 2018, Fall 2019, Fall 2020, Fall 2021, Fall 2022, Fall 2023

• Algorithms (algorithm basics, data structures)
labs: Spring 2016

Academic Visits

• May 22, 2023 - Jun 17, 2023
Visit at Medical School at University of Minnesota, Minneapolis, USA

Current and former students

• Sára Dobiášová (Bc., 2025, https://dspace.cvut.cz/handle/10467/123504)

• Adéla Drahokoupilová (Bc., 2025, https://dspace.cvut.cz/handle/10467/122542)

• Silvia Goldasová (Ing., 2024, https://dspace.cvut.cz/handle/10467/115748)

• Elǐska Sir̊učková (Ing. in 2021, https://dspace.cvut.cz/handle/10467/95297)

• Hana Mertanová (Bc. in 2019, https://dspace.cvut.cz/handle/10467/82485)
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[Ryšavý and Hamerly(2016)] Petr Ryšavý and Greg Hamerly. Geometric methods to accelerate k-
means algorithms. In Proceedings of the 2016 SIAM International Conference on Data Mining,
pages 324–332, May 2016. doi:10.1137/1.9781611974348.37.
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Journal publications
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