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Psychiatric disorders and other complex diseases frequently 
occur together, suggesting shared genetic and epigenetic 
mechanisms underlying their development. Our research 
group works in the field of psychogenetics, aiming to identify 
genetic variants and epigenetic regulatory processes that 
contribute to disease susceptibility and help explain the 
overlap between conditions. We perform bioinformatic 
analyses of large-scale genomic and epigenomic datasets, 
with a particular emphasis on genome-wide association 
studies (GWAS) and their integrative interpretation, 
complemented by targeted molecular biology assays. 
Using this approach, we investigate disease mechanisms 
across multiple biological scales, from population genetics 
to molecular and regulatory processes.

TECHNIQUES AVAILABLE IN THE LAB 

Laboratory techniques: During the project, students can 
acquire hands-on experience with nucleic acid isolation 
(DNA and RNA), conventional PCR-based genotyping and 
real-time PCR techniques, as well as epigenetic assays 
including DNA methylation and microRNA analyses. In 
addition, tissue culture methods and reporter assays can be 
learned.
Bioinformatic and data analysis methods: The experimental 
work is complemented by bioinformatic analyses of large-
scale genetic and epigenetic datasets, with a particular 
focus on genome-wide association studies (GWAS) and 
the analysis of DNA methylation data. Students will also 
gain experience in using genetic and epigenetic databases, 
performing statistical analyses, and applying basic 
programming skills.
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