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Brief biography

I have a background in computer science and in my PhD (2006-2009) | worked

on the SegAn library for sequence analysis. Since 2009 | have been working at the European
Molecular Biology Laboratory (EMBL) as Senior Bioinformatician at the interface of omics
data production (EMBL GeneCore) and its use in research (Korbel group).

Research Interests

Cancer Genomics Somatic tumor rearrangements

Population Genomics Germline genome variation

Rare diseases Identification of causative mutations for rare disorders
Algorithm Engineering Structural variant discovery in short- and long-reads

Selected software tools (https://github.com/tobiasrausch)

Delly Structural variant discovery

Alfred NGS alignment statistics

Wally Short-read and long-read visualizations
Gear-Genomics Web applications for molecular biologists

https://www.gear-genomics.com
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