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ProteomeBinders

is a European consortium planning the establishment of a comprehensive
infrastructure resource of binding molecules for detection of the human proteome,
together with tools for their use and applications in studying proteome function
and organisation. This 4-year FP6 Research Infrastructures Coordination Action,
started in March 2006, is funded with 1.8 M€ and links EU and USA partners (see
overleaf), leaders in the area of binders and their applications. We advocate the
organisation of an infrastructure of binders, available at cost and with no
restrictions for research use.

Currently there is no pan-European platform for the systematic development and
quality control for these essential reagents. We aim to provide a set of consistently
characterised binders, required to detect all the relevant human proteins in tissues
and fluids in health and disease. As the size of the human proteome is at least an
order of magnitude greater than the ~ 21.000 protein coding genes known to date,
and as for many applications several binders against each target are needed, the
scale of our project is potentially immense. To date, antibodies are the most widely
used protein-binders, but novel binder types based on alternative protein scaffolds
or nucleic acids each have significant advantages and will be vital elements of a
research resource for the 21* century.

Picking up the momentum created by ProteomeBinders, practical pilot projects
initiating the creation of a binder resource are emerging.
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Community Resources for Affinity Proteomics developed within ProteomeBinders

Antibodypedia

Community-based portal showing application-specific validation of publicly
available antibodies to human protein targets. Each protein binder has been scored
according to a standardised format. www.antibodypedia.org

EpiC - The ProteomeBinders Epitope Choice Resource (alpha release)

EpiC collates and presents a structure-function summary of your proteins of
interest to help you design antibodies against epitopes that are appropriate to your
planned experiments. http://epic.emble.de

HUPO PSI-PAR: a standard format for protein affinity reagents

The Proteomics Standards Initiative (PSI) aims to define community standards for
data representation to facilitate data comparison, exchange and verification. The
PSI-PAR format is a standardised means of representing binder data and is
designed to facilitate the exchange between different databases or LIMS systems.
http://www.psidev.info/index.php?g=node/281

Protein Array Resource Page

Protein and binder arrays are rapidly becoming established as a powerful means to
detect proteins, monitor expression levels, investigate interactions and
characterise binders. The Resource Page collates state of the art information.
http://www.functionalgenomics.org.uk/sections/resources/protein_arrays.htm

MolMeth - Free Protocols Online (beta release)

The MolMeth database is built with the vision to provide free, up-to-date and
community-validated protocols for molecular methods. MolMeth needs your help
through submitting your own methods or lab protocols. http://www.molmeth.org/
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