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As a recently established core unit within the Medical 

Faculty of the Ruhr University Bochum we are 

complementing the BioInfra.Prot service center of the 

German Network for Bioinformatics Infrastructure - 

de.NBI 2.0, which realizes the German node ELIXIR-DE 

of the European ELIXIR infrastructure. We provide a 

comprehensive portfolio of Bioinformatics cooperation 

and infrastructure possibilities to clinical, biological, and 

mass spectrometry users. 

We continued the lead of the community led implementation study 2021 for proteomics 

and successfully finished the study. The active funding of the study ended in October 

2023 (after an extension), but together with some partners we plan to further take 

advantage of the SDRF for proteomics file format for sample annotations and create 

tools and workflows for the automated (re-)analysis of proteomics datasets. Dirk 

Winkelhardt is active as the ELIXIR officer for proteomics.

We proceeded with some trainings that were already established during the de.NBI-

project and developed novel training concepts. 

Additionally, our YouTube tutorials on R courses have garnered significant attention, 

accumulating up to 4,700 views over the past three years.

General information on the project 

- No. of staff paid from de.NBI grant (FTE): 1.2

- Other staff involved (FTE): 5

Protein Inference Algorithms (PIA)1:

• Inspect search results

• Combine and conduct 

statistical analysis

• Visualize the 

correspondence between 

PSMs, peptides and 

proteins

CalibraCurve3: 

• Dynamic linear range

• LOQ, ULQ

• Pre-filtering steps

• Intuitive visualization

Mass Centric Peptide Database (MaCPepDB)2:

• Web interface

• REST API available

• Peptide selection for targeted 

proteomics

• Proteins or peptide search

• PTMs support
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Date Course title Location Users

28.09.2023 “Data Exploration with Python - The Young Researcher’s Toolkit" Bielefeld 19

17.11.2023 “Data Exploration with Python - The Young Researcher’s Toolkit" Bochum 9

09.09.2024 “Data Exploration with Python - The Young Researcher’s Toolkit" Bochum 4

06.12.2024 “Data Exploration with Python - The Young Researcher’s Toolkit" Bochum
4

registered

12-13.12.2024 “Differential analysis of quantitative proteomics data using R” Bochum
> 30 

registered

A tool for generating and visualizing calibration curves for targeted proteomics data

Peptide database, that consists of the complete tryptic digest of the Swiss-Prot and 

TrEMBL parts of UniProtKB. 

A toolbox for MS based protein inference and identification analysis.

• Study planning
• Normalization and quality 

control
• Statistic analysis
• Survival analysis
• Classification and Clustering
• Mashing Learning

Statistics 
support, 53, 

75%

Bioinfornatics 
support, 14, 

20%

ML support, 4, 
5%

Supported tickets since 2023

In total 

75 tickets

▪ CalibraCurve: 181 downloads

▪ PIA: 3,941 downloads

▪ MaCPepDB: 5,179 visits

ELIXIR engagement

We calculated several own analysis projects in the de.NBI cloud. We advertise the cloud 

as free to use for German academic scientists.

Cloud activities
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