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The ELIXIR Research Software Ecosystem

Individual tool 
repositories

Aggregated 
repository

Correction/modification PR

Validation

bio.tools

Validated 
repository

FIND

bio.tools registry
WorkflowHub registry

OpenEBench

EVALUATE

BioConda
Biocontainers

DEPLOY

Galaxy

RUN

Research software is a critical component of computational research. 
Thus, being able to discover, understand and adequately utilize 
software is essential. All these activities rely on software metadata. 
However, these metadata are sparse, expensive to maintain, 
sometimes is not machine readable, and frequently inconsistent 
across different resources.

The ELIXIR Research Software Ecosystem acts as a proxy to 
maintain and preserve high-quality metadata for describing research 
software, aggregating heterogeneous metadata resources from 
multiple providers. These providers often have different objectives 
when they are maintaining and aggregating metadata by themselves, 
as well as user communities and technical implementations. 

The goals of this project are to consolidate these metadata, and 
facilitate their integration, curation, and re-usability by the 
contributors and the wider research community.

For curators, the metadata are available in a 
centralized, open, and version-controlled repository.

The maintenance tasks related to the synchronization, 
quality control, and various cross-validation and 
cross-linking of information are largely automated using 
continuous integration procedures.

Project Website: https://elixir-europe.org/internal-projects/commissioned-services/tools-platform-ecosystem 
Source Code: https://github.com/research-software-ecosystem/ 
License:

Code (https://github.com/research-software-ecosystem/utils) MIT
Content (https://github.com/research-software-ecosystem/content)  CC-BY

The presenter of this talk was partially funded by BY-COVID project, which has received funding from the European Union’s Horizon Europe research 
and innovation programme under grant agreement No 101046203 (BY-COVID)
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For users, this resource is directly queried by multiple systems, such as:
- The Australian BioCommons ToolFinder, which lists bioinformatics tools and 

software that are installed across several of the BioCommons partners.
- Galaxy, which uses it e.g. to sort tools according to their EDAM annotations, 

or to provide links to the corresponding bio.tools entries.
- WorkflowHub, which allows running an already registered Galaxy workflow 

on usegalaxy.eu 

For developers, the ecosystem facilitates the 
description of their software and workflows. It 
centralizes all the available metadata related to a 
given software in their source format, but the use 
and mapping of standards such as EDAM, 
biotoolsSchema and BioSchemas will facilitate the 
propagation of these metadata, and improve their 
overall FAIRness.


