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What is EMBL-EBI?

* Europe’s home for biological data serwces research
and training

* A trusted data provider for the life sciences — both
academia and industry “ '

* Part of the European Molecular Biology Laboratory,
an intergovernmental research organisation -

* |nternational: 570 members of staff from 57 nations
* Home of the ELIXIR Technical hub
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Claiming Individual Studies
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Linked Research Visualisation Examples —

Researchers — ArrayExpress studies -
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A graph epiphany awaits you. Use Cypher, the graph query language. Key system health and status metrics.
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Synergistic Efforts at EMBL-EBI
http://www.omicsdi.org/search
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Synergistic Efforts at EMBL-EBI
http://www.omicsdi.org/search
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information. metabolomics datasets. loamn / share / discuss constructed to utilize the information obtained proteins in several different species. Furthermore, you can find
by GPM servers to aid in the difficult process of validating peptide information about inter-speci iation of protein
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BioModels Database
ArrayExpress Archive of Functional Genomics BioModeis Database is a repository of computational jPOSTrepo (Japan ProteOme STandard Repository) is a The Expression Atlas provides information on gene
Data stores data from high-throughput functional modeis of biological processes. Models described new data repository of sharing MS raw/processed data. expression patterns under different biological conditions.
genomics experiments, and provides these data from literature are manually curated and enriched g Prytncrre Shandard Gene expression data is re-analysed in-house to detect genes showing
for reuse to the research community. with cross-references. ] and i patterns.
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Pride

PR BE MetabolomicsWorkbench
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Synergistic Efforts at EMBL-EBI
http://www.omicsdi.org/search
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Yasset Perez-Riverol

I'm a Project Leader of Multiomics at the EMBL-European Bioinformatics Institute (Hinxton, Contact Info
Cambridge, UK). | earned undergraduate degrees in Software Engineer (2006) and a doctoral degree EMBL-EBI

in Biochemistry (2013) from the University of Havana. After finishing my PhD in Havana he joined the
PRIDE team in 2014. | have lead several development projects such as PRIDE Inspector Toolsuite,
and Omics Discovery Index a major resource to find, discovery and link omics datasets.
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* Jo McEntyre, Guilherme Mello, Florian Graef — Europe PMC
« Sarala Wilamaratne, Henning Hermjakob — identifiers.org

 EMBL-EBI teams implementing THOR functionality:
* ArrayExpress, PDB,

 PRIDE, OmicsDI,
* |ntact, BioStudies,

« GWAS Catalogue, Pfam/Rfam,
« EBI Search

* All my THOR collaborators



