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 Computational Biology

Our goal is an improved understanding of the genetic basis of gene regulation and its implication in diseases. To this end, we employ statistical modeling of 'omic data and work in close collaboration with experimentalists.

 

Affiliations

On top of our main affiliation at the School of Computation, Information and Technology, we are proud members of the School of Medicine,  the Munich Data Science Institute, and the Computational Health Center of Helmholtz Munich.

Moreover, our lab is part of the graduate schools Munich School for Data Science  and Quantitative Bioscience Munich.
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 Mertes et al. Detection of aberrant splicing events in RNA-Seq data with FRASER. Nature Communications (2021)
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Cheng et al. MMSplice: modular modeling improves the predictions of genetic variant effects on splicing, Genome Biology (2019)

Brechtmann et al. OUTRIDER: A statistical method for detecting aberrantly expressed genes in RNA sequencing data, American Journal of Human Genetics (2018)
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