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» Searching for tools and other resources

* Tools & data integration

* Data provenance

* Text mining
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EDAM is used in numerous projects
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Bio.Tools

The registry of bioinformatics tools and data services

’ @bio dot tools

A https:/bio.tools
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= BioMedBridges E"?ﬁ‘ and other supporting organisations
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Tools and data services registry: a community effort
to document bioinformatics resources
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The use cases of the Bio.Tools registry are ...

find
understand
compare
select
attribute

... bioinformatics tools and their usage



Bio.Tools should provide answers to various questions

| have this task in mind, what tools are there for it?
| need a tool that reads or writes data in a specific format?

What tools are available in a general area, e.g. proteomics?

What are the interfaces to a given tool?
What are the implementations of a particular algorithm?
What are the parameters of this tool and how do | use it?

What is the last stable version of atool?

What are the outputs of a particular research institute or infrastructure?

What resources arose from a particular grant?

and many others ...
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Example record:

Functional, regulatory and non-coding RNA Data deposition, annotation and curation

Sequence accession (nucleic ~
acid) €@ Lty

~ - Seguence visu
Organism identifier €

Sequence accession (nucleic 5

acid) Query and retrieval @

DOCUMENTATION
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Filter by attribute

15 entries found

Description

Simplifying the generation of
insight from protein
structures through structure
visualisation, annotated with
protein features; loads
sequence-to-structure
alignments from the PSSH2
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Function

Structure database search , Sequence
database search, Structure visualisation,
Sequence alignment visualisation , Sequence
visualisation - You can find sequences based on
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gnments from the PSSH2 database and
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Filter by attribute v Select attributes to d

15 entries found
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Thank you for your attention!
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