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Aim: Support translational research by 
providing best practices, environments, 
guidelines, training and services.
• Develop and provide best practice guidelines for 

single-cell & spatial transcriptomics, addressing 
interoperability, tools, and training for single-cell & 
spatial transcriptomics.

• Provide collaborative research environments for 
working with sensitive human data.

• Develop tools for management, automation and 
FAIRification of bioinformatics workflows.

Management and automation of data analysis
workflows (https://gitlab.com/one-touch-pipeline)
• WESKIT: management of Snakemake and Nextflow

workflows
• OTP: automation of cancer genomics workflows
Deep Envirotyping GeoSpatial Database (DEGDB):
Enrichment of cohorts with geo-spatial data. 
JupyterHub at BIH (https://jhub.bihealth.org):  
Working environment for research projects.
Cell-segmentation-free spatial transcriptomics
analysis suite (https://github.com/HiDiHlabs)
• SSAM
• SSAM-lite
• Sainsc
• SpatialLeiden
• Ovrl.py

Services
• Improving stability and deployment of WESKIT 
• OTP2EOSC: deploying OTP in the cloud
• Spatial transcriptomics tools (Sainsc, SpatialLeiden)
Cloud activities
• Support of research projects using the de.NBI cloud
• Contribution to ELIXIR on Cloud framework
• Support BioHackathon projects with cloud resources 
ELIXIR engagement
• Co-lead compute platform work package 3
• Representing ELIXIR activities in GA4GH
• Co-lead of the ELIXIR Single-Cell Omics Community
• SCONE Implementation Study
• Spatial2Galaxy CMR Open Science Tier call

Training courses and workshops
• EMBO Spatial Omics Data Analysis course, Virtual
• ELIXIR Spatial Omics Data Analysis course, Switzerland
• ELIXIR Cloud workshop at ELIXIR AHM 2024
ELIXIR BioHackathon Europe
• Standards and ontologies for single cell experiments
• Cell type-specific and druggable pathway models and 

maps
• Perturb-Bench
• The BioHackathon Cloud
de.NBI BioHackathon Germany
• SpaceHack 1.0 (2022)
• SpaceHack 2.0 (2023)
• SpaceHack 3.0 (2024)

• Secure Processing Environments as a Service in the 
de.NBI Cloud (2024)

General information on the project
Staff paid from de.NBI: 2 FTEs
Other staff involved:
• Roland Eils (PI)
• Naveed Ishaque (PI)
• Sven Twardziok (PI)
• 3 FTEs contributing to the project (technician, software

developer, project manager)
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Images: Sainsc cell-type map of mouse embryo (left); SpatialLeiden clustering of brain (middle); overl.py finds cell overlaps (right).
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