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Grzegorz Marcin Koczyk
Born: 24/10/1978 (Poznan, Poland)

Laboratory of Biometry, Institute of Plant Genetics, Polish Academy of Sciences,

Education:

2002-2007

2001-2002

1997-2002

Strzeszynska 34, 60-479, Poznan, Poland
e-mail: gkoc@igr.poznan.pl

Ph.D. student (Institute of Plant Genetics and Adam Mickiewicz University, Poznan,
Poland); thesis' title: ,Functional annotation of genes using profile methods of
sequence analysis”

M.Sc. Molecular Biology (Adam Mickiewicz University, Poznan, Poland); thesis'
title: ,Computational aspects of phylogenetic analysis: In search of paralogs”

Molecular Biology student (Adam Mickiewicz University, Poznan, Poland);
Individual Study Course (2000-2002) incorporating elements of Computational
Science at Poznan Technical University (including: programming languages and
compilers, object-oriented desing and programming, database management
systems, mathematics)

Professional activities and work experiences:

2010-2013

2008-...
2008-...

2006-...

2004-2007

2004-2006

2003-...

head of applied research grant NCBIiR/LIDER 19/113/L-1/09/NCBiR/2010 “Modelling,
prediction and verification of fungal ability to accumulate toxins”

researcher at Institute of Plant Genetics, Laboratory of Biometry (adjunct)

coauthor and maintainer of DHcL webserver for analysis of protein domain
hierarchy and underlying closed loop structure (http://sitron.bccs.uib.no/dhcl)

author and maintainer of LigProf webserver for prediction of small molecule
binding sites on proteins (http://cropnet.pl/ligprof)

conducted parts of Bioinformatics (biological information databases, analysis of
DNA and protein sequences) courses for PhD students at the Faculty of Biology
(Adam Mickiewicz University) and the Institute of Plant Genetics (Poznan,
Poland)

researcher at the BiolnfoBank Institute (http:/bicinfo.pl) working on protein
function prediction using sequence profiles, as part of the EU projects:
DATAGENOM (LSHB-CT-2003-503017) and GENEFUN (LSHG-CT-2004-503567)

maintainer of the web server and databases of the Polish ,Genomics and
transgenesis of crop plants” Network (http://cropnet.pl)
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Skill highlights:

— excellent, working experience with designing algorithms, implementing and maintaining
tools for analysis of protein structures and protein/DNA sequences (e.g.:
http://cropnet.pl/ligprof, http://sitron.bccs.uib.no/dhcl)

— good, working experience with the following programming languages (Python, C/C++,
Perl, R),

— databases (SQLite, MySQL, PostgreSQL) and libraries/utilities (Boost, Myghty, Django,
NumPy, SciPy, BioPython, GraphViz, Rpy, Matplotlib, 4Suite)

— moderate familiarity and experience with the following programming languages (Java,
JavaScript)

— moderate experience authoring webpages (HTML, CSS, JavaScript)

— experience administrating a web-server (Linux, Apache, ModPython) and cluster

computers (scheduling environment: Torque/Maui)

— good, working experience with the following toolsets and programs for analysis of
sequences and structures (NCBI-BLAST, WU-BLAST, BLASTZ, CLUSTALW, MUSCLE,
HMMer, WISE, MEME/MAST, MODELLER, Jacal, PHYLIP, PyMol, EMBOSS) and familiarity

with their underlying algorithmic bases
— moderate experience teaching the above (see Professional activities)

— background in molecular biology (in particular: biochemistry, molecular biology of
plants) as well as computational science (probability and statistics, object-oriented design and

unit testing, database managements systems)

- languages: English (fluent), Polish (fluent), French (basic)
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