
  

GUEST LECTURE SERIES „MEDICAL INFORMATION SCIENCES“ 

On behalf of the Chair of Biomedical Informatics, Data Mining and Data Analytics (Prof. Dr. Matthias 

Schlesner), and the Chair of IT Infrastructures for Translational Medical Research (Prof. Dr. Frank 

Kramer), we are pleased to inform you that there will be a new guest lecture series „Medical 

Information Sciences“, starting this winter semester. This new format, covering a variety of topics 

within the scope of medical science and application, will be held on a weekly basis on Monday evenings 

during the winter term. 

Preceding the lecture, informal individual meetings with the speaker can be arranged in order to 

discuss related scientific questions and common grounds with regards to your research interests. 

Please send an e-mail to office.bioinf@informatik.uni-augsburg.de to make an individual appointment! 

 

For the second lecture on Monday, November 21st 2022, we proudly welcome: 

DR. ISABELL BLUDAU 

(Research Department Proteomics and Signal Transduction, Max Planck Institute of Biochemistry, 

Munich-Martinsried) 

„From protein identification to functional interpretation“ 

Mass spectrometry-based proteomics is the method of choice to comprehensively identify and 

quantitatively compare proteomes across cohorts of biological and clinical samples. A fundamental 

challenge in the analysis and interpretation of proteomics data is to identify functional relevance. 

While we are routinely capable to find hundreds of proteins or post-translational modifications (PTMs) 

that change their abundance across biological conditions, the identification of the few functionally 

important ones among them mostly remains a manual and laborious task. In my talk, I will discuss the 

opportunities that data integration offers to facilitate this process. On one hand, we can leverage the 

availability of large cohort data to directly link identification to biological context, a strategy that we 

used to identify tissue-specific proteoforms. On the other hand, we can incorporate orthogonal data 

types in our analyses to gain new perspectives. By integrating proteomics data with deep-learning 

based protein structure predictions from AlphaFold, we were able to systematically assess the 

structural context of PTMs and to prioritise identified sites according to physiological relevance. 

Isabell Bludau is a postdoctoral fellow in the department of Prof. Matthias Mann at the Max Planck Institute of 

Biochemistry near Munich. She is specialized in computational proteomics and systems biology. During her PhD 

with Prof. Ruedi Aebersold at ETH Zurich, Isabell developed computational methods for analyzing large-scale 

proteomics data. She specifically worked on the detection and quantification of protein complexes. Recently, 

Isabell’s work focuses on the inference of proteoforms and their integration with structural information. 

Isabell’s PhD thesis was awarded with the ETH silver medal and her postdoctoral research is supported by a 

Postdoc. Mobility fellowship of the Swiss National Science Foundation.  

Date: November 21st 2022 (starting 5:30 pm)    Place: N2045 

Further information on the guest lecture series will be given here. 

Our lectures will be announced one week in advance in the MIS-Newsletter. Please subscribe to our 

MIS-Newsletter for frequent updates by filling in the application form at the bottom of the following 

website: https://www.uni-augsburg.de/de/fakultaet/fai/informatik/prof/bioinf/vortragsreihe-mis/  

If you have any questions or notes, feel free to contact us: office.bioinf@informatik.uni-augsburg.de 
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