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Embedding in QuaLiPerF 2.0Highlights

DMP

Image Data Management
 large amounts of images in various formats

Open Science
Open data, Open model, Open methods, 

FAIR, reproducibility
COMBINE meetings organized by P3 and P5

Clinical Data Management
development of an clinical SQL (MariaDB) 

database 

            BioModels

QuaLiPerF Data Storage System
installed Synology NAS system for all projects 

P1, P2, P3, P4, P5, P6, P7, P8, P9

T1 Central data management
Provide essential services and infrastructure

Management
• user and infrastructure 

management
• data management support
• backups

Best Practices
• use of open standards
• data annotation support
• data documentation 
• training sessions for tools

New Infrastructure
Large amount of image data require 
two additional Linux servers at HU 
Berlin

Image Database

Clinical 
DB Web

Backup Clinical Data

Search Safety

P1 – P10
Processing

Server

P1 – P10 ProcessingAcquisition

Server

Image Data

Search Metadata

Analyse

T3 Clinical data management
Standardized exchange of clinical data while 

adhering to regulations

T3.1 Clinical database design
T3.2 Data migration
T3.3 Database API
T3.4 Graphical user interface

Graphical User Interface

Continuous Data Integration

Data Integration 
Center UKL (P9)

Clinical 
Database

Clinical Database Data Management

T2 Image data management
Implement OMERO for managing and analyzing images

T2.1 Image Server Setup 
T2.2 Metadata Management 
T2.3 Image Annotation
T2.4 Modeling Integration 

Synthetic vessel trees P3

Whole-slide scans P1, P2, P9

Spatial transcriptomics P3, P4, P9

Functional & perfusion MRI P6

Microcirculation P1, P2, P9

3D geometries P7, P10
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