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European bioinformatics grid receives €8 million 

Hinxton, February 1, 2005 – The Commission of the
European Union has awarded €8.3 million to a pan-
European task force who will improve access to biological
information for scientists throughout and beyond Europe.
The EMBRACE Network of Excellence, which
encompasses computational biologists from 17 institutes
in 11 countries and is coordinated by the European
Bioinformatics Institute’s Associate Director Graham
Cameron, will use these funds to simplify and standardize
the way in which biological information is served to the
researchers who use it. 

Scientists now depend on databases to access the
avalanche of information that they produce. For example,
geneticists are trawling through the human genome for
genes that are involved in diseases. Data providers put a
huge amount of effort into providing data resources that
are comprehensive, user-friendly and cross-linked to
other databases; but different data providers use different
methods. This means that a researcher might have to
search ten or more different databases to find all the
information pertaining to a particular set of candidate
genes. If they’re doing these kinds of searches on a
regular basis, they’ll want their own local copies of the
databases. Maintaining up-to-date and fully functioning
versions of all those databases and the tools to search
them is a huge and complex task.

Vincent Breton (CNRS, Clermont-Ferrand, France), a
member of EMBRACE’s Executive Board, describes the

problem as analogous to the use of electrical items before
the electrical grid. “You didn't know whether your gadget's
plug would fit the socket,” he says. 

EMBRACE will turn the relationship between user and
provider on its head by enabling data providers to provide
well-defined interfaces to their databases that will conform
to the same standards, essentially creating a ‘data grid’ –
the EMBRACEgrid – that will allow users to make the
most of dispersed data resources.

To ensure that EMBRACE’s efforts are immediately useful
to biologists, Europe’s most heavily used biomolecular
databases and tools will be integrated into the
EMBRACEgrid. A ‘technology watch’ will ensure that the
EMBRACEgrid doesn’t become locked into technology
that is quickly superseded. The grid will also receive
regular workouts using test problems, such as identifying
candidate genes for a disease or linking viral mutations to
their ability to cause disease. Disseminating information
about the EMBRACEgrid will be vital to ensure that
scientists throughout Europe not only use the new
technology, but also help to expand the capabilities of the
EMBRACEgrid by ‘grid enabling’ their own data
resources. 

“Many elegant and powerful computational biology tools
are under-utilized,” says EMBRACE Executive Board
member Erik Bongcam-Rudloff (University of Uppsala,
Sweden). “EMBRACE will allow us to unlock their
potential by standardizing access to them.”

Press Contacts: 
Cath Brooksbank PhD, EMBL-EBI Scientific Outreach Officer
Wellcome Trust Genome Campus, Hinxton, Cambridge CB10 1SD, UK, Tel: +44 (0)1223 492525, www.ebi.ac.uk, cath@ebi.ac.uk

Trista Dawson, EMBL Press Officer
Meyerhofstrasse 1, 69117 Heidelberg, Germany, Tel: +49 6221 387 452, www.embl.org, dawson@embl.de



About EMBL:
The European Molecular Biology Laboratory is a basic research institute funded by public research monies from 18
member states (Austria, Belgium, Denmark, Finland, France, Germany, Greece, Iceland, Ireland, Israel, Italy, the
Netherlands, Norway, Portugal, Spain, Sweden, Switzerland and the United Kingdom). Research at EMBL is conducted
by approximately 80 independent groups covering the spectrum of molecular biology. The Laboratory has five units: the
main Laboratory in Heidelberg, and Outstations in Hinxton (the European Bioinformatics Institute), Grenoble, Hamburg,
and Monterotondo near Rome. The cornerstones of EMBL’s mission are: to perform basic research in molecular
biology; to train scientists, students and visitors at all levels; to offer vital services to scientists in the member states;
and to develop new instruments and methods in the life sciences. EMBL’s international PhD Programme has a student
body of about 170. The Laboratory also sponsors an active Science and Society programme. Visitors from the press
and public are welcome.

About the EBI:
The European Bioinformatics Institute (EBI) is part of the European Molecular Biology Laboratory (EMBL) and is
located on the Wellcome Trust Genome Campus in Hinxton near Cambridge (UK). The EBI grew out of EMBL’s
pioneering work in providing public biological databases to the research community. It hosts some of the world’s most
important collections of biological data, including DNA sequences (EMBL-Bank), protein sequences (UniProt), animal
genomes (Ensembl), three-dimensional structures (the Macromolecular Structure Database) and data from microarray
experiments (ArrayExpress). The EBI hosts several research groups and its scientists continually develop new tools for
the biocomputing community.

EMBRACE partner institutes:
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18 EMBL Member States: Austria, Belgium, Denmark, Finland, France, Germany, Greece, Iceland, Ireland, Israel, Italy,
the Netherlands, Norway, Portugal, Spain, Sweden, Switzerland and the United Kingdom

European Bioinformatics Institute, Hinxton, UK
• Graham Cameron, cameron@ebi.ac.uk
• Peter Rice, pmr@ebi.ac.uk

European Molecular Biology Laboratory, Heidelberg,
Germany
• Toby Gibson, toby.gibson@embl.de

Institute of Biomedical Technologies, Section Bari, CNR,
Bari, Italy
• Andreas Gisel, andreas.gisel@ba.itb.cnr.it

University of Manchester, UK
• Teresa Attwood, attwood@bioinf.man.ac.uk

Swiss Institute of Bioinformatics, Geneva, Switzerland
• Marco Pagni, marco.pagni@isrec.unil.ch

Swedish University of Agricultural Sciences.The Linnaeus
Centre for Bioinformatics, Sweden
• Erik Bongcam-Rudloff, erik.bongcam@bmc.uu.se

University College London, UK
• Christine Orengo, orengo@biochemistry.ucl.ac.uk

Centre National de la Recherche Scientifique, Clermont-
Ferrand and Lyon, France
• Vincent Breton, breton@clermont.in2p3.fr
• Christophe Blanchet, christophe.blanchet@ibcp.fr

The Weizmann Institute, Rehovot, Israel
• Yitzhak Pilpel, pilpel@weizmann.ac.il

Centre for Biological Sequence Analysis, Lyngby,
Denmark
• Søren Brunak, brunak@cbs.dtu.dk

Centro Nacional de Biotecnologia/Consejo Superior De
Investigaciones Científicas, Madrid, Spain
• Jose Maria Carazo, carazo@cnb.uam.es

University of Stockholm, Stockholm Bioinformatics Centre,
Sweden
• Arne Elofsson, arne@sbc.su.se

Institut National de la Recherche Agronomique, Toulouse,
France 
• Daniel Kahn, dkahn@toulouse.inra.fr

Max-Planck-Institute for Molecular Genetics, Berlin,
Germany
• Ralf Herwig, herwig@molgen.mpg.de

CSC, the Finnish IT Center for Science, Espoo, Finland
• Eija Korpelainen, eija.korpelainen@csc.fi

Centre for Molecular and Biomolecular Informatics,
University of Nijmegen, The Netherlands
• Gert Vriend, vriend@cmbi.kun.nl

Centro de Astrobiologia, Madrid, Spain
• Alfonso Valencia, valencia@cnb.uam.es
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