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ELIXIR-DK : The Tools Node
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Protein function prediction
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Rationale

e Software provision is highly distributed
— large service organisations to individual scientists

e Little coordination of scientific scope, description,
use or interoperability

— within / between research infrastructures

e Software landscape is fragmented !
— diverse offerings
— scientists must trawl Web or ask colleagues
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Role of ontologies

* Concise, precise and consistent information
— support resource discovery

e Practical scientific, technical and administrative details
— what a tool does
— how to access and use it

e Highly streamlined & usable Ul
— specify exactly what you want
— get a tailored list of suitable resources



Resource description model
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EDAM
concepts

concepts
specific to
bioinformatics

Topic

Phylogenetics
Transcriptomics

Data Identifier

Ensembl ID
UniProt accession
Protein name

Sequence trace
Raw microarray data

Operation

Sequence alignment
SNP detection
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Workshop: A common vocabulary to classify resources in the life
science domain

What

A one day workshop organised by ELIXIR 2, BioMedBridges and RDA? to kick-start agreement on a common
topics vocabulary to classify resources in the life sciences domain, including databases, tools, courses, training
materials, meetings, jobs and publications.

Registration is now closed - if you would still like to attend, please contact Joy Friesheri=.

Service providers and registries use different vocabularies to classify resources. From the user point of view, a
common topics vocabulary would enhance the ability to find related resources of interest. From the provider point of
view, a common vocabulary would be an important step to facilitate the interoperability of existing resources.

Who

We welcome representatives of societies, networks, institutes, organisations, research infrastructures and projects
interested in using a common vocabulary to classify resources in the life science domain. We will involve and
welcome domain specialists and ontologists to assist the discussion.



When and where tinyurl.com/TopicsOutline

Thursday, 16 October 2014: ghe day before the collocated RDA Europe Workshop about Data Sharing and

nieToes
Strasbourg + Luxembourg rooms, Science 14 Atrium, Rue de la Science, 14b, Brussels

Hotel: For those who are receiving support from ELIXIR to cover accommodation for the night of 16th October,
accommodation will be arranged at: IBIS Brussels Centre Ste Catherine (Joseph Plateaustraat 2, 1000 Brussels).

Outcomes

During the workshop we will:

. Agree hf’gh—.fevea' terms for generaf togfcs.‘ the foundation of a common vocabulary in biological and biomedical
science and biocinformatics

» [iscuss use cases and how this mcabuﬁari will make an fmﬁacr in our community

» [Discuss a publication on the common vocabulary with potential authors

Further, we will seek to assemble a coalition of resourcesi to seek fundinﬁ 10 adoat and develoﬁ this vocabulag in

support of resource integration and discovery, with concrete commitments to:

* Promote the use of this vocabulary within your infrastructure, institute, project efc., and beyond,

and, subject to resource constraints:

» Adopt the vocabulary within your own resources, e.g. for purposes of annotation, search / browsing and sharing
data

« Develop the vocabulary going forward, building on the foundation agreed during the workshop.
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