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l  Structural bioinformatics (3D-bioinformatics) has a broad impact across the life sciences 
and provides tools to archive, visualise, analyse, annotate, and predict macromolecular 
structures and has therefore a broad impact across the life sciences and beyond.

l  The science of structural 3D-bioinformatics is traditionally very strong in Europe offering 
many software tools, methodologies, and databases, as well as community-wide predic-
tion challenges.

l  Its applications cover research activities from structural biology to drug discovery and pro-
tein engineering research and personalised medicine that are all well represented within 
the national ELIXIR nodes.

l  We have established the ELIXIR 3D-BioInfo Community to help coordinate the many 
concurrent ongoing structural bioinformatics activities and unite the voice of structural 
bioinformaticians in Europe, thus maximizing the impact of structural 3D-bioinformatics to 
the benefit of all researchers in the life science research field and the scientific community 
at large.

The 3D-BioInfo Community will be holding a workshop at the ELIXIR ALL-Hands 
Meeting in Lisbon, June 17 - 20. 

The workshop will be on Monday 17th June from 1.30 to 3.30pm.

The workshop will be divided into four sessions focusing on the themes of the four 
major Activities of 3D-BioInfo:

Activity I            Infrastructure for FAIR structural and functional annotations of macromolecules 
Developing FAIR mechanisms for integrating added value annotations, such as structure 
domain classifications, information on macromolecule functional sites and effects of mutations 
on structure and function, in the PDBe Knowledgebase (PDBe-KB). 

Activity 2           Open platforms for sharing, integrating and benchmarking software tools for 
modelling the proteome in 3D 
Extending the current information on protein 3D structures, interactions and assemblies. 
Focus will be on software tools and benchmark datasets for modelling the 3D structures 
and conformational flexibility of proteins and protein assemblies, and on community-wide 
benchmarking activities (e.g. CAPRI, CAMEO) that advance the field.

Activity 3           Tools to Describe, Analyze, Annotate, and Predict Nucleic Acid Structures and Other 
Biopolymers. 
The goal of the Activity is to provide incentives to improve software tools to describe, analyse, 
annotate, and predict nucleic acid structures.

Activity 4           Ligand-protein interactions 
Building an ecosystem of interoperable tools, annotated datasets and standardised 
assessments, for developing the next generation of molecular modelling approaches, 
providing tools making 3D modelling available to every life scientist.

 

l  We will be selecting short talks (up to 10 minutes) from groups with research activities that 
fit within any of the four 3D-BioInfo Activities. 

l  The talk should outline the tools and/or data your group would contribute to one or more 
of these activities. 

l  If you would like to be considered please submit a short abstract (no more than one page) 
before April 15th to c.orengo@ucl.ac.uk. 

l  Selections will be made by the 3D-BioInfo Executive Committee by April 20th.  

l  Expenses will be paid for travelling to the All Hands meeting and accomodation.

The workshop will 
include sessions for 
each Activity with talks 
describing the overall 
aims and the plans for 
interaction with the 
ELIXIR platforms.

A final session will 
allow for general 
questions/answers on 
3D-BioInfo and a general 
discussion on possible 
future Activities such as 
structure guided protein 
engineering.
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