

    
      
          
            
  
Welcome to bio.tools documentation!

This is the documentation for bio.tools [https://bio.tools].
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What is bio.tools?

bio.tools [https://bio.tools] is a portal to bioinformatics resources worldwide, aimed to help bioinformaticians and scientists:


	find, understand, compare and select resources == discovery


	use and connect them in workflows == (inter)operability




Our vision is to be the sustainable primary archive for basic tool metadata, providing a persistent reference to high-quality (curated and verified) “canonical” descriptions of unique tools, with information about their provision via online services and various downloadable artefacts, and including entries for different versions of a tool, where these have major functional differences.


Objectives

Our main objectives are:


	build and maintain a comprehensive registry of high-quality software metadata / descriptions


	provide a web portal enabling registration, editing, search and discovery of the registry content


	support a community for the sustainable maintenance of the registry content and development of the portal features


	expose results of tool performance benchmarking, online service monitoring and other metrics of software and service quality


	integrate the registry with popular workbench environments in a way that improves resource interoperability


	support registry stakeholders including tool providers and end-users






Scope

bio.tools scope is application software with well-defined data processing functions (inputs, outputs and operations).  bio.tools includes a broad range of software types [http://biotools.readthedocs.io/en/latest/curators_guide.html#tool-type-guidelines] including tools available for immediate use as online services, or in a form which which you can download, install, configure and run yourself.  This includes simple tools with one or a few closely related functions, and complex, multimodal tools with many functions.  It also includes executable workflows, database portals and Web APIs.



Technical components


	biotoolsSchema [https://github.com/bio-tools/biotoolsschema] is a description model for bioinformatics software.  It is a formalised XML schema (XSD) which defines 50 important scientific, technical and administrative attributes.  It defines what attributes may be specified in a bio.tools entry, a precise syntax for those descriptions, and controlled vocabularies for consistent description of technical aspects such as software license and software type.


	EDAM ontology [https://github.com/edamontology/edamontology] is an ontology of well-established, familiar concepts that are prevalent within bioinformatics and computational biology, including types of data and data identifiers, data formats, operations and topics.  It defines precise semantics for the scientific description of software registered in bio.tools.


	Curation guidelines [http://biotools.readthedocs.io/en/latest/curators_guide.html#] describe how each attribute should be specified, i.e. concern the quality of an entry. The guidelines go beyond the syntactic and semantic constraints defined by biotoolsSchema and EDAM, and are part of broader tool information standards [https://github.com/bio-tools/biotoolsSchemaDocs/blob/master/information_requirement.rst] being adopted by bio.tools.


	Tool Cards e.g. https://bio.tools/signalp provide key information at a glance for registered tools.  Tool cards have human-friendly, persistent URLs which include the unique tool identifier (“signalp” in this case).  The identifier is assigned upon registration is a URL-safe derivative of (normally identical to) the supplied tool name.


	Query interfaces available at https://bio.tools help bio.tools end-users with tool discovery and include the search bar, a compact “mini-card” view and a detailed “grid” view.  See the Quickstart Guide [http://biotools.readthedocs.io/en/latest/quickstart_guide.html].


	Registration interface enables manual creation of valid registry content and editing, including graphical editing via tabbed panes and an interactive JSON editor with inline error reporting.  It is available to logged-on users via “Menu … Add content”.  See the Quickstart Guide [http://biotools.readthedocs.io/en/latest/quickstart_guide.html].


	bio.tools API [http://biotools.readthedocs.io/en/latest/api_reference.html] provides programmatic means to query, add and edit registry content.


	bio.tools metrics available at https://bio.tools/stats include registry growth, contributors, annotation breakdown etc.






bio.tools Tool Identifiers

Each bio.tools entry is assigned a unique identifier (biotoolsID): a manually verified, URL-safe version of (normally identical to) the supplied tool name.  The IDs are used in persistent URLs, resolving to Tool Cards of essential information.  The recommended short-form is a compact URI (CURIE), which is resolvable in Identifiers.org [http://identifiers.org/].







	
	Example





	biotoolsID

	signalp



	CURIE

	biotools:signalp



	Identifiers.org

	http://identifiers.org/biotools/signalp



	Tool Card URL

	https://bio.tools/signalp






Registered software which, for one reason or another, is no longer operational, retain their ID and URL but are marked as obsolete.  Hence, descriptions of legacy resources are archived.



Docs overview


	Contributors Guide [http://biotools.readthedocs.io/en/latest/contributors_guide.html] - how to get involved (please do!)


	Quickstart Guide [http://biotools.readthedocs.io/en/latest/quickstart_guide.html] - quick guide on how to use the bio.tools user interfaces.


	Curators Guide [http://biotools.readthedocs.io/en/latest/curators_guide.html] - how to create a high quality bio.tools entry.


	Editors Guide [http://biotools.readthedocs.io/en/latest/editors_guide.html] - thematic editorships to improve bio.tools in scientific areas.


	Documentors Guide [http://biotools.readthedocs.io/en/latest/documentors_guide.html] - how to edit the bio.tools docs.


	API reference [http://biotools.readthedocs.io/en/latest/api_reference.html] - bio.tools API docs.


	Hangouts [http://biotools.readthedocs.io/en/latest/hangouts.html]  - monthly coordination meetings (you’re welcome to join!)


	Roadmap [http://biotools.readthedocs.io/en/latest/roadmap.html]  - technical plans for the next year


	Studentships [http://biotools.readthedocs.io/en/latest/studentships.html] - bio.tools studentship scheme for curation-focussed mini-projects.


	GitHub projects [http://biotools.readthedocs.io/en/latest/studentships.html] - open projects of relevance to bio.tools.




bio.tools development is supported by ELIXIR [https://www.elixir-europe.org/] - the European Research Infrastructure for life science information. bio.tools content is freely available to all under open license [http://biotools.readthedocs.io/en/latest/license.html].



Getting involved : a quickstart guide


	Read the docs [http://biotools.readthedocs.io/en/latest/] but especially the contributors guide [http://biotools.readthedocs.io/en/latest/contributors_guide.html].


	GitHub is used for task and issue tracking, see the bio.tools [https://github.com/bio-tools/] and EDAM [https://github.com/edamontology/] organisations, in particuar the biotoolsregistry [https://github.com/bio-tools/biotoolsregistry] and edamontology [https://github.com/edamontology/edamontology] projects.  Email us if you want to join.


	We run hangouts [http://biotools.readthedocs.io/en/latest/hangouts.html] (coordination meetings) as required - mostly for technical people routinely involved with bio.tools curation or software development.  To suggest or join these calls  email us.


	Dive in at the deep end!  There are no end of ongoing sub-projects and tasks to get involved with, see GitHub (at above links) or  email us in the 1st instance to get orientated.








          

      

      

    

  

    
      
          
            
  
Contributors Guide


bio.tools community site

GitHub is used for sharing code and data for all bio.tools-related projects:


	https://github.com/bio-tools/


	https://github.com/bio-tools/biotoolsschema


	https://github.com/bio-tools/biotoolsregistry


	https://github.com/edamontology/edamontology






Feature requests & issues

GitHub is used to track fine-grained issues and is the preferred way to make bio.tools feature requests, content suggestions, EDAM term requests, and bug reports:


	https://github.com/bio-tools/biotoolsregistry/issues


	https://github.com/bio-tools/biotoolsschema/issues


	https://github.com/edamontology/edamontology/issues





Note

GitHub is the primary means for technical coordination: collaborators are encouraged to browse tasks, review priorities, make comments and add new tasks.
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Quickstart guide

This guide aims to help you through the different steps to add entries to bio.tools [https://bio.tools].


Note

If you find a bug, have any questions or suggestions, please get in touch.
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Curators Guide


Attention


	guidelines for bio.tools [https://bio.tools]  curators, including EDAM annotation guidelines.


	to make suggestions about these guidelines please add comments via GitHub [https://github.com/bio-tools/biotoolsDocs/issues/6]


	for curation advice mail registry-support
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Domains in bio.tools

bio.tools domains provide a way to “slice” the bio.tools content into subsets of tools.

The name “domain” (or sometimes also referred as “subdomain”) comes from the fact that after creation the domains can be accessed via regular URL subdomains in bio.tools such as proteomics.bio.tools [https://protemics.bio.tools] or rare-diseases.bio.tools [https://rare-diseases.bio.tools].

The advantage of creating and using bio.tools domains is that you can describe, link to, and search within a smaller subset (or “slice”) of the bio.tools content which can help with the description and findability of tools relevant to a specific task.

Examples of bio.tools domains include:


	tools related to a specific bioinformatics area such as Proteomics, Rare diseases, COVID etc


	a subset or a collection of tools developed or used by a research group, lab or any other entity


	any other grouping, subset or collection of tools that serves a specific purpose or provides a certain value to researchers, curators, developers, tool users etc




A domain in bio.tools is a collection of tools along with metadata describing the domain itself. The metadata of the domain contains the following attributes:


Domain properties


Domain name

The unique name (or identifier) of a domain.

Note: the domain name can only be provided at the time of the domain creation. After the domain has been created the name cannot be changed,


	REQUIRED field: the domain name is the only metadata field required to create a bio.tools domain


	MUST be URL-safe, clean and intuitive


	MUST be related to the tools in the domain






Domain title

The title of the domain.


	MUST be concise and descriptive. The domain title will appear at the top part of the domain page






Domain subtitle

The subtitle of the domain.


	SHOULD be a longer version of the domain title. Not always needed as any other long description will be present in the domain description field






Domain tags

Tags associated with a domain.


	MUST be keywords that help with the search and discovery of the domain






Domain collections

Collections associated with the domain.

When inputing a domain collection the user is presented with suggestions for tool collections. Domain collections are used as a matching mechanism between tools and domains. See the Priate vs Public domains section below for more.



Domain description

Longform description of the domain.

SHOULD contain any descriptive text about the domain that does not fit in any of the above fields.

Domain descriptions offer support for simple HTML tags such as bold, italics or anchor tags [https://developer.mozilla.org/en-US/docs/Web/HTML/Element/a].



Domain resources

Domain resources provide the tool content of the domain. Any tool entry in bio.tools can be added to a domain.

A user can search for a tool by name, identifier, collection or credit entities.

Tools can be added or removed from a domain at any time.
The tool content of a domain can change if a domain is public, see the Private vs Public domains section below.

MUST contain tools relevant to the domain



Private domain flag

Indicates if the domain is private (true by default) to a user or public to the bio.tools registry.




Private vs Public domains


Private domains

With private domains only the creator of the domain can change the tools that belong to that specific domain.
By default domains are private.
This option is recommended when full control of the domain content is required.



Public domains

A public domain is a domain in which other users can populate that domain by tagging tools with the same collections that are also present for that domain. If a domain is tagged with certain collections and tools are also tagged with the same collections then that tool will be added to the domain. In this way users can tag their tools as part of domains without needing permissions to that domain.

Even if users can modify the tool content of a specific domain they cannot change the metadata of the domain (e.g. domain title, domain description etc)




Explore domains

All domains in bio.tools can be viewed and searched at https://bio.tools/domains or going to Explore -> Domains in the bio.tools page header.



Create a domain

In order to create a domain a user needs a bio.tools account and to be logged in.
In the bio.tools page header go to Menu -> Manage domains or directly to https://bio.tools/domain-manager.

This page will show all the domains (if any) a user has created. To create a new domain click on the Add button. This will take you to the domain create page. Fill in the fields described above (only domain name required) and click Save at the bottom right. This will validate and create your domain and redirect to the domain update page where tools can also be added to the domain.



Update a domain

From the domain manager page [https://bio.tools/domain-manager] click on the Edit button for any existing domains to update domain metadata or to add / remove tools associated to a domain.


Add-Remove tools

Tools can only be added after a domain has been created, on the domain update page.
In the “Search for tools” section of the page use the searchbox to find the tools to add to the domain. Tools can be searched by tool name, tool identifier, tool collection and credits. Click on the Search button to find relevant tools. Results will appear below the searchbox. Add a tool by clicking the Add to domain button for a single tool or click Add all tools to add all tool results to the domain.

The tools added to the domain will show up below in the Tools included the domain section. In this section any included tools can also be removed.

Click the “Update” button at the bottom to save your changes.
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Community-specific guidelines

Tool information profiles and tutorials tailored to specific communities

Different communities - whether national, scientific or ones focused on a specific project - have different perspectives on the information they wish to disseminate about the tools and services within their portfolios.

Tool information profiles [https://github.com/bio-tools/Tool-Information-Standard/tree/master/toolInformationProfiles] are a formal way to define which tool attributes - supported by the bio.tools [https://bio.tools] registry - should be specified within a set of tool descriptions registered in bio.tools.

Accompanying the profiles are tutorials which tool developers and service providers can follow to improve the description of their resources in bio.tools. The aim is to improve the quality of the community tools portfolio, by improving the bio.tools entries, and by highlighting areas where the service around those tools can be improved.


Note

This page currently describes the profile and tutorial developed for IFB, but the expectation is that other communities will follow.


  
    

    Editors Guide
    

    
 
  

    
      
          
            
  
Editors Guide

Thematic editors are registry-dev [http://biotools.readthedocs.io/en/latest/governance.html#registry-dev] members responsible for overseeing coverage and quality in specific thematic areas. The editorships will enable expanding accurate high-standard software annotations in bio.tools to most scientific topics in the life sciences.

..note:: The concept of “thematic editors” is a work in progress which we will develop as funding and capacity permits.


Background

The sheer number of software and continuous advancements in tool development demand extensive and sustained efforts to provide comprehensive annotations. Such challenges can be overcome by distributing the curation effort across a network of engaged and experienced partners, which contribute to improve bio.tools content and to adjust the EDAM vocabulary [https://github.com/edamontology/edamontology] (used in bio.tools) to the needs of the respective communities. Careful coordination of the distributed tasks is required to maintain quality standards and increase tool interoperability across the board.

Thematic editors are well connected with their respective scientific community, experts in their field, have a broad knowledge about commonly used software and are motivated to promote bio.tools. Editors normally oversee the work of one or more student curators, on a range of tasks to improve EDAM and bio.tools content:


	Review of bio.tools and EDAM to survey coverage of concepts, terms and tools.


	Help develop strategy to achieve and sustain a minimum information level in bio.tools, as per the emerging information standard [https://bio-tools.github.io/Tool-Information-Standard/].


	Engage with their community, supervise hackathons and promote bio.tools in general.


	Mentor a student for practical curation work


	Implement sustainable procedures for systematic tool reviews and curation standards.




Benefits: A thematic editorships provides the opportunity to become a curation expert and contribute to a project for the benefit of the whole bioinformatics community. Editors will acquire extensive knowledge and experience about available software in their fields e.g. with opportunity to publish high-quality reviews. The editors will train additional experts during training and curation events (e.g. hackathons) as well as via student supervision. Moreover, the ELIXIR infrastructure will support them to amplify their activities within a broader context.



Candidate thematic editors

We have expressions of interest from the following people:



	Editor

	Topics





	Anne Wenzel

	RNA structure



	Jon Ison

	General purpose sequence analysis



	Jose M. Carazo

	Electron microscopy, structural biology



	Josep Gelpi

	Structural bioinformatics



	Jurgen Haas

	Protein structural biology, structural bioinformatics



	Marta Villegas

	Natural language processing



	Martin Krallinger

	Text Mining, natural language processing, named entity recognition



	Reza Salek

	Metabolomics



	Veit Schwämmle

	Proteomics, statistics



	Vivi R. Gregersen

	Agricultural science (association analysis, genomics)






People listed below, in the past served as EDAM Editors; we are aiming for a single, consolidated group of Thematic Edditors serving both EDAM and bio.tools.



	Editor

	Topics





	David Sehnal

	General bioinformatics



	Dmitry Repchevsky

	ES tools & services



	Ivan Mičetić

	Protein structure



	Laura Emery

	EBI tools and training



	Lukáš Pravda

	Structural bioinformatics



	Stanislav Geidl

	Chemoinformatics






bio.tools studentships [http://biotools.readthedocs.io/en/latest/studentships.html] can support thematic editors.  A typical studentship comprises (at least) one full month of full working hours which are mostly distributed over a longer time period. Applications are written on basis of the template (see e.g.  proteomics studentship [https://github.com/bio-tools/Studentships/blob/master/proteomics_software.pdf]).  The students are recruited after proposal dissemination via GitHub, project mailing lists etc.
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API Reference


Attention


	reference docs for the bio.tools [https://bio.tools] API


	to make suggestions about these guidelines please add comments via GitHub [https://github.com/bio-tools/biotoolsDocs/issues/]


	if you find a bug, have any questions or suggestions, please get in touch with us.


	see also the API Usage Guide [https://biotools.readthedocs.io/en/latest/api_usage_guide.html]
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API Usage Guide


Attention


	guidelines for the bio.tools [https://bio.tools] API


	to make suggestions about these guidelines please add comments via GitHub [https://github.com/bio-tools/biotoolsDocs/issues/]


	see also the API Reference [https://biotools.readthedocs.io/en/latest/api_reference.html]
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Hangouts

Regular informal meetings to discuss all matters around bio.tools including ELIXIR EXCELERATE WP1 (“Tools Interoperability and Service Registry”) tasks, activities of ELIXIR Denmark technical staff and partners.

You are welcome to suggest or attend a call; please mail Jon Ison (jison@bioinformatics.dtu.dk), including your gmail and skype addresses.  To understand how we organise tasks and projects, read the Contributors Guide [http://biotools.readthedocs.io/en/latest/project_management.html].
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Roadmap

All developments of bio.tools software and content are informed by:


	Community requests including partners and end-users.


	Delivering priorities of the ELIXIR EXCELERATE grant (granted in April 2015) including revisions in light of 2017 midterm review.


	Priorities of the ELIXIR Danish node.


	Personal priorities of the bio.tools team, having insight of the core requirements.


	Events on the ground.




For a summary of active issues see GitHub [https://github.com/bio-tools/biotoolsregistry/issues].  We aim for quarterly major new releases of the production deployment (https://bio.tools) with new changes more regularly pushed to the development deployment (https://dev.bio.tools).

Tasks are assigned to quarterly milestones in GitHub [https://github.com/bio-tools/biotoolsregistry/issues].  See in particular Critical [https://github.com/bio-tools/biotoolsregistry/issues?q=is%3Aopen+is%3Aissue+label%3A%22critical+priority%22] and High priority [https://github.com/bio-tools/biotoolsregistry/issues?q=is%3Aopen+is%3Aissue+label%3A%22high+priority%22] issues and issues which are in progress [https://github.com/bio-tools/biotoolsregistry/issues?q=is%3Aopen+is%3Aissue+label%3A%22in+progress%22].

Please join the discussion in GitHub [https://github.com/bio-tools/biotoolsregistry/issues].  The bio.tools core team is very small, so bug fixes, new features etc. take a while - you’re patience is appreciated!

For higher-level project management tasks, see https://biotools.sifterapp.com/ (for a sifter account mail Jon Ison).




          

      

      

    

  

  
    

    bio.tools Studentships
    

    
 
  

    
      
          
            
  
bio.tools Studentships

ELIXIR Denmark [http://elixir-node.cbs.dtu.dk/] - the coordinating node of the bio.tools project - earmars funds (as available) to support studentships to work on curation-focussed mini-projects for bio.tools.  Projects must have clear and quantifiable impact on bio.tools content, in terms of number of entries and / or content quality.  Projects can include developments of some tooling, so long as this contributes directly to the project goals.

If you would like to propose a project, then please discuss your ideas first by mailiing Jon Ison cc Peter Longreen.  If following this discussion, we all agree there is basis for a project, then we’d require a 1-page project proposal, the text of which we can work on together and in collaboration with other memebers of the registry-core [http://biotools.readthedocs.io/en/latest/governance.html#registry-core] group.  Funding will be prioritised (by the Danish Node management) by proposals having the biggest potential impact on bio.tools content and quality.

We anticipate most projects to be short duration (normally the equivalent of a month full time work) however there is flexibility, especially where we find talented students who can clearly demonstrate that there work has made an impact.  In case of project continuation, progress would be reviewed, and funding for projects that did not perform would be terminated.


Requirements


	each proposal requires (at least) two named mentors:


	someone to vouch for the student, provide local on-site supervision, and handle payment of the student


	someone (normally from the the registry-dev [http://biotools.readthedocs.io/en/latest/governance.html#registry-dev] group) who will assist with supervision and oversee the delivery of the work






	students must be enrolled with an accedited University, or have accepted a place at such


	any tooling developed during the studentship would have to made freely available under open license






Answers to FAQ


	you are welcome to apply at any time


	there is no limit to the number of proposals, although a student can only be employed on one project at one time


	you cannot participate both as a mentor and a student


	only an individual may work on a project; groups cannot submit proposals


	when writing a proposal, please refer to the existing proposals [http://biotools.readthedocs.io/en/latest/studentships.html#proposals] below and follow the general structure and style


	projects must have clear and quantifiable impact on bio.tools content, but you are free to propose anything to these ends: you will need to inspect https://bio.tools and https://dev.bio.tools (latest dev server) to assess current status


	for futher information, mail Jon Ison cc Peter Longreen.


	we particularly welcome proposals [https://github.com/bio-tools/Studentships/blob/master/thematic_editing.pdf] from thematic editors [http://biotools.readthedocs.io/en/latest/editors_guide.html].






Proposals

Finalised proposals are uploaded to https://github.com/bio-tools/Studentships/.



Mining the Scientific Literature for and Annotating Proteomics Software using the EDAM ontology and biotoolsXSD

STATUS: Complete.  See Proposal [https://github.com/bio-tools/Studentships/blob/master/proteomics_software.pdf].  Open for comments [http://tinyurl.com/biotoolsstudent2].



Harvesting service descriptions for bio.tools using OpenAPI standards

STATUS: Complete.  See Proposal [https://github.com/bio-tools/Studentships/blob/master/openAPI.pdf].

See update on progress [http://chem-bla-ics.blogspot.nl/2017/03/openapi-to-biotools-ensembl-example.html] and pre-publication [https://www.biorxiv.org/content/early/2017/07/30/170274].



Annotating software tools in a scientific context

STATUS: Complete (5 students).  See Proposal [https://github.com/bio-tools/Studentships/blob/master/literature_integration.pdf].



Annotating software tools in domains of the Life Sciences

STATUS: Funded and ongoing (metabolomics).  Open for comments [http://tinyurl.com/biotoolsstudent4].





          

      

      

    

  

  
    

    GitHub projects
    

    
 
  

    
      
          
            
  
GitHub projects

There are now many subprojects concerning bio.tools and EDAM, including documentation, information scheman, adapters for file format conversion, shims for content import and export, utilities for text mining, and more.

….  The projects are nearly all hosted under the bio.tools and EDAM GitHub organisations:


	https://github.com/bio-tools


	https://github.com/edamontology/
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Events

We have organised many events and regularly attend events organised by others.  If you want to attend an event or have an idea for an event, please mail registry@elixir-dk.org.  As a rule we try to avoid events in July & August.  All attendees should please read our code of conduct [http://biotools.readthedocs.org/en/latest/events.html#codeofconduct].


	Curation Hackathons (“curatathons”) gather providers from across the board to curate their resources, critique the Registry interfaces, and provide a forum for knowledge exchange and collaboration.


	Thematic Hackathons engage experts in a specific scientific area to help improve the relevant branches of EDAM, consolidate the existing registry annotations, as well as register new resources within the theme.


	Resource Hackathons collaborate with experts from a specific collection of tools and services, typically some other registry, community project or Web portal, to bring the collection up to the ELIXIR annotation standard and expose it in the Registry.


	Technical Hackathons focus on ontology, software or other technical developments in support of curation of the Registry, its technical development, applications and integration with other systems.





Forthcoming events

ELIXIR BioHackathon-Europe 2020 (Nov 9-13, 2020, Virtual)
Following the success of the ELIXIR BioHackathon 2018 and BioHackathon 2019, this virtual edition [https://www.biohackathon-europe.org/] will include multiple tracks related to bio.tools and EDAM:


	Project 10: EDAM and Tool Information Profiles [https://github.com/elixir-europe/BioHackathon-projects-2020/tree/master/projects/10]


	Project 11: bio.tools integration and sustainable development [https://github.com/elixir-europe/BioHackathon-projects-2020/tree/master/projects/11]






Past events

Hackathon: ELIXIR BioHackathon-Europe 2019 (Nov 18-22 2019, Campus des berges de Seine, FR)

https://2019.biohackathon-europe.org/



Scientific Software Registry Collaboration Workshop (Nov 13-14, 2019, Washington, USA)

https://asclnet.github.io/SWRegistryWorkshop/



Conference: ISMB/BOSC/CodeFest 2019 (Jul 21-27 2019, Basel, CH)

https://www.iscb.org/ismbeccb2019

https://www.open-bio.org/events/bosc-2019/

https://www.open-bio.org/events/bosc-2019/bosc-2019-collaborationfest/



Conference: GCC 2019 (Jul 1-6, Freiburg, DE)

https://galaxyproject.org/events/gcc2019/

GCC2019 was held in Freiburg, Germany, 1-6 July of 2019.



Conference: ELIXIR All-hands (Jun 17-20 2019, Lisbon, PT)

https://elixir-europe.org/events/elixir-excelerate-all-hands-meeting-2019

The fifth ELIXIR All Hands meeting took place 17-20 June 2019 in Lisbon. The meeting brings together members of the ELIXIR community from across the ELIXIR Nodes, and collaborators from partner organisations, in order to review ELIXIR’s achievements and activities so far and discuss plans for the future. The All Hands meeting is also the venue for the ELIXIR-EXCELERATE Annual General Assembly Meeting.



Workshop: Debian Med 2019 Sprint (Mar 9-11 2019, Vilnius, ES)

https://wiki.debian.org/Sprints/2019/DebianMed2019

This is an informal co-working and co-learning event, participants are welcome to attend on the days that work for their schedule.  EDAM and the integration of bio.tools with Debian Med and CWL was worked on.



Meeting: ELIXIR Tools Platform Face to Face Meeting (Jan 28 - 30 2019, Ghent, BE)

A more sustainable content management architecture, based on GitHub, was outlined in more detail.  You can track developments on GitHub [https://github.com/bio-tools/content/].



Hackathon: ELIXIR BioHackathon-Europe 2018 (Nov 12-16 2018, Campus des berges de Seine, FR)

The bio.tools and EDAM developers ran drop-in sessions each day of this 5-day hackathon, ranging from bio.tools testing and feature prioritisation, curation methods and tooling, through to prototyping a more sustainable content management architecture based on GitHub.

https://2018.biohackathon-europe.org/



Meeting: ELIXIR Tools and ELIXIR Compute Platforms : coordination (Sep 19 2018, Schipol, UK)

bio.tools was presented in context of a coordinated effort to establish ELIXIR-wide standards, protocols and processes for the orchestration of containerised applications and workloads provided by ELIXIR Communities.



Conference: ECCB 2018 - 17TH European Conference on Computational Biology (Sep 8-12 2018, Athens, GR)

http://eccb18.org/

Work on exploring the application of bio.tools data to automated workflow composition in mass spectrometry-based proteomics was presented.  The work was recently published in Bioinformatics (10.1093/bioinformatics/bty646 [https://doi.org/10.1093/bioinformatics/bty646]).



Conference: ELIXIR-DK @ 4th Annual Danish Bioinformatics Conference (Aug 29-30 2018, Odense, DK)

http://elixir-node.cbs.dtu.dk/?page_id=2369

This will showcase the work of the Danish ELIXIR node in context of the Danish and European bioinformatics community.



Conference: GCC-BOSC 2018 (Jun 25-30 2018, Portland, USA)

https://gccbosc2018.sched.com/list/descriptions/

The 2018 Galaxy Community Conference (GCC2018) and Bioinformatics Open Source Conference 2018 (BOSC2018) are meeting together in Portland, Oregon, United States, June 25-30, 2018.  There will be two days of training, a two+ day meeting, and four days of intense collaboration.  The meeting features joint & parallel sessions, shared keynotes, poster & demo sessions, birds-of-a-feather, and social events. EDAM, and the tooling around bio.tools for integration with Galaxy, will be presented.



Conference: ELIXIR All-hands (Jun 4-7 2018, Berlin, DE)

https://www.elixir-europe.org/events/elixir-all-hands-2018

The fourth ELIXIR All Hands meeting, bringing together members of the ELIXIR community from across the ELIXIR Nodes, and collaborators from partner organisations, in order to review ELIXIR achievements and activities so far and discuss plans for the future.



Meeting: ELIXIR EXCELERATE WP1 Meeting (Feb 20-22 2018, Copenhagen, DK)

https://tinyurl.com/wp1f2f-2018

A face-to-face meeting to discuss matters around ELIXIR EXCELERATE WP1 (tools) developments.  The meeting is primarily for WP1 partners, however anyone who is involved in bio.tools development is welcome to attend.



Workshop: Debian Med 2018 Sprint (Feb 10-12 2018, Barcelona, ES)

https://wiki.debian.org/Sprints/2018/DebianMed2018

This is an informal co-working and co-learning event, participants are welcome to attend on the days that work for their schedule.  EDAM and the integration of bio.tools with Debian Med and CWL was worked on.



Meeting: ELIXIR Tools Platform Face to Face Meeting (Feb 8-9 2018, Barcelona, ES)

https://tinyurl.com/etp-feb2018

ELIXIR Tools Platform all-hands meeting to discuss activities of the platform and its projects.



Meeting: ELIXIR EXCELERATE WP2 Meeting (Feb 7 2018, Barcelona, ES)

https://docs.google.com/document/d/1-Ydv-SxTH_aJ4XaGh4g0I1mINgfMKG_yz6wNma1s9hY/edit

Meeting of ELIXIR EXCELERATE WP2 to discuss progress of OpenEBench, strategies for reaching out scientific communities running benchmark activities and practical examples on both technical monitoring and scientific benchmarking activities.



Workshop: bio.tools & EDAM @ 3rd NEUBIAS taggathon (Sep 11-14 2017, Gothenburg, SE)

http://eubias.org/NEUBIAS/what-is-taggathon/new-3-gothenburg-sweden/

The purpose of the taggathons is to implement and feed the content of NEUBIAS webtool; an organized repository of bio image analysis software and workflows for biologists, bioimage analysts and algorithm developers, complementary to ELIXIR bio.tools.  The tagathon focuses on curation (identifying and tagging tools), semantics development including synonymous terms between Biology and Image Analysis, with development of EDAM-Bioimaging, and Semantic Web queries.



Conference: ELIXIR Denmark - 3rd Annual Danish Bioinformatics Conference (Aug 24-25 2017, Odense, DK)

http://elixir-node.cbs.dtu.dk/?page_id=2120

The third Danish Bioinformatics Conference organised by ELIXIR Denmark, bringing together members of the bioinformatics community from Denmark and across Europe.



Workshop: ELIXIR-DK / bio.tools Open Day (Aug 23 2017, Odense, DK)

http://tinyurl.com/registryhackathon14

An informal day of presentations, discussion and hacking around activities of the Danish ELIXIR node, including presentations about the ELIXIR Tools and Data Services Registry (https://bio.tools), bio.tools content and feature development, the EDAM ontology, applications of the registry, future plans and more.



Conference: BOSC 2017 (Jul 22-23 2017, Prague, CZ)

The Bioinformatics Open Source Conference (BOSC) is organized by the Open Bioinformatics Foundation (OBF), a non-profit group dedicated to promoting the practice and philosophy of open source software development and open science within the biological research community. BOSC has provided a forum for developers and users to interact and share research results and ideas in open source bioinformatics. EDAM was presented.



Technical hackathon: CodeFest 2017 (Jul 20-21 2017, Prague, CZ)

https://www.open-bio.org/wiki/Codefest_2017

This is an opportunity for anyone interested in open science, biology and programming to meet, discuss and work collaboratively. Everyone is welcome to attend. We will have a mix of experienced developers, newcomers to bioinformatics and everything in between.  EDAM and bio.tools integration with the Common Worflow Language (CWL) were worked on.



Conference: ELIXIR All-hands (Mar 20-22 2017, Rome, IT)

https://www.elixir-europe.org/events/elixir-all-hands-2017

The third ELIXIR All Hands meeting, bringing together members of the ELIXIR community from across the ELIXIR Nodes, and collaborators from partner organisations, in order to review ELIXIR achievements and activities so far and discuss plans for the future.



Technical Hackathon: Visual Workflows in bio.tools (Mar 1-3 2017, Tallin, EE)

http://tinyurl.com/registryhackathon13

A three day workshop organised by ELIXIR-EE and partners aiming to implement a proof-of-principle for “visual worfklows” in bio.tools : navigation of bio.tools content with cross-links to TeSS via diagrams for common analytical workflows.



Workshop: The future of proteomics in ELIXIR (Mar 1-2 2017, Tübingen, DE)

https://www.elixir-europe.org/events/strategic-workshop-future-proteomics-elixir

Focussed on creating a white paper to discuss the common infrastructures and services needed by the European proteomics community.  bio.tools and EDAM were discussed.



Workshop: ELIXIR discovery portals (ELIXIR Innovation and SME Forum: Genomics and Health - Global resources for local Innovation, Feb 27-28 2017, Helsinki, FI)

The forum was aimed at the companies that use public bioinformatics resources in their business and would like to further streamline this process.  The event was jointly organized by ELIXIR Finland, ELIXIR Estonia and the ELIXIR Hub.  bio.tools was presented.

https://www.elixir-europe.org/events/elixir-innovation-and-sme-forum%3A-genomics-and-health-global-resources-local-innovation



Meeting: ELIXIR Tools Platform Face to Face Meeting (Feb 22-23 2017, Barcelona, ES)

https://www.elixir-europe.org/events/elixir-tools-platform-all-hands-meeting

The 2nd meeting to discuss progress and plans for the [ELIXIR Tools Platform](https://www.elixir-europe.org/platforms/tools).



Workshop: bio.tools & EDAM @ 2nd NEUBIAS taggathon (Feb 13-15 2017, Oeiras near Lisbon, PT)

http://eubias.org/NEUBIAS/what-is-taggathon/taggathon-2-gulbenkian-oeiras/

The 2nd NEUBIAS Taggathon hosted and supported by the Gulbenkian Institute of Science, organized by the working group “Webtool” (WG4) of NEUBIAS, and in conjunction with the NEUBIAS training school and the following NEUBIAS conference. We extended the bioimaging sub-domain of EDAM in team work with bioimaging experts, and coordinated the development of biii.info/BISE with bio.tools.



Curatathon : Genomics tools in crop & animal breeding (Feb 2-3 2017, Aarhus, DK)

http://tinyurl.com/registryhackathon12

A curation hackathon aimed at curating software tools used for crop and animal breeding research.



Workshop : bio.tools @ Debian Med Sprint (Jan 12-16 2017, Bucharest, RO)

https://wiki.debian.org/Sprints/2017/DebianMed2017

bio.tools folk join the Debian Med folk for co-hacking and co-learning. We improved EDAM annotations in Debian Med, and progressed towards importing high-quality software information from Debian (Med) to bio.tools.



Thematic Hackathon : Computational Proteomics Resources (Jan 10-13, 2017, Semmering, AT)

http://tinyurl.com/registryhackathon11

A thematic hackathon aimed at curating tools for computational proteomics, co-located with the Computational Proteomics Conference.



Technical Hackathon : bio.tools @ NETTAB : (Oct 24 2016, Rome, IT)

http://www.igst.it/nettab/2016/programme/hackathon/

http://tinyurl.com/registryhackathon10

A one day bioinformatics hackathon organized by ELIXIR held in occasion of the NETTAB 2016 Workshop.  The hackathon will include the following two main strands: 1) Biosoftware description using bio.tools and schema.org.  2) Deployment of bioinformatics tools and services through Docker.

Workshop: bio.tools & EDAM @ 1st NEUBIAS taggathon (Sep 14-16 2016, Barcelona, ES)

The 1st NEUBIAS Taggathon hosted and supported by Universitat Pompeu Fabra, organized by the working group “Webtool” (WG4) of NEUBIAS, and in conjunction with the NEUBIAS training school. The aim was to bring-in pre-incubated ideas and elements of the next biii.info/BISE webtool and to progress with its implementation. The presence of bio.tools and EDAM projects ensured coordination of NEUBIAS and EuroBioimaging registry and ontology developments with ELIXIR.

http://eubias.org/NEUBIAS/?page_id=228



Conference: ELIXIR-DK @ ECCB (Sep 3-7 2016, The Hague, NL)

http://www.eccb2016.org/

ELIXIR-DK will have a booth at ECCB and will showcase the work of the Danish ELIXIR node including the ELIXIR Tools & Data Services Registry (dev.bio.tools) and the EDAM ontology.



Conference: ELIXIR-DK @ 2nd Annual Danish Bioinformatics Conference (Aug 25-26 2016, Odense, DK)

http://www.conferencemanager.dk/DKBiC-2016/home.html

ELIXIR-DK will have a booth at DKBC and will showcase the work of the Danish ELIXIR node including the ELIXIR Tools & Data Services Registry (dev.bio.tools) and the EDAM ontology.



Workshop : ELIXIR-DK / bio.tools Open Day (Aug 24 2016, Syddansk Universitet, DK)

http://tinyurl.com/registryhackathon9

An informal day of presentations, discussion and hacking, combining two events in one: 1) ELIXIR-DK staff technical get-together and 2) bio.tools workshop.



Conference: ELIXIR-DK @ IMSB 2016 (Jul 8-12 2016, Orlando, USA)

https://www.iscb.org/ismb2016

ELIXIR-DK will have a booth at IMSB 2016 and will showcase the work of the Danish ELIXIR node including the ELIXIR Tools & Data Services Registry (dev.bio.tools) and the EDAM ontology.



Technical Hackathon : Tools, Workflows and Workbenches (May 18-20, 2016, Institut Pasteur, Paris, FR)

http://tinyurl.com/registryhackathon8

A hackathon bringing together developers from key technical projects from ELIXIR and beyond including: the ELIXIR Tools & Data Services Registry (bio.tools), workbench/workflow projects (CWL, Galaxy, Taverna, Arvados), bioinformatics container solutions and registries, and the EDAM ontology.



Resource Hackathon : ELIXIR-SI  Tools & Data Services (Apr 8, 2016, University of Ljubljana, SI)

ELIXIR-SI Registry Hackathon will take place on Apr 8, 2016 12-18h at the Faculty of Computer and Information Science (room PR05). The aim of the hackathon is to register Slovenian Bioinformatics Resources and create a national catalogue of Bioinformatics Tools and Data Services.



Thematic Hackathon : Metagenomics Training Resources (Apr 7-8, 2016, EMBL-EBI, UK)

Organised in collaboration with the GOBLET and the ELIXIR Training Platform.



Resource Hackathon : French Tools & Data Services (Mar 24-25, 2016, Gif-sur-Yvette, FR)

http://tinyurl.com/registryhackathon6

A hackathon bringing together representatives of French bioinformatics communities with the ELIXIR Tools & Data Services Registry, dedicated to the description and cataloguing of French tools and services, to boost their discovery and utility.



Resource Hackathon : Norwegian Tools & Data Services (Mar 16-18, 2016, NTNU Trondheim, NO)

A hackathon bringing together representatives of Norwegian bioinformatics communities with the ELIXIR Tools & Data Services Registry, dedicated to the description and cataloguing of Norway tools and services, to boost their discovery and utility.



Resource Hackathon : bio.tools @ Debian Med Sprint (Feb 4-7 2016, Lyngby, DK)

https://wiki.debian.org/Sprints/2016/DebianMed2016

A resource hackathon focussed on curation and software development towards annotation and registration of tool packages from Debian Med. Annotation of Debian Med packages with EDAM.



Resource Hackathon : EMBL EBI tools (Jan 27-28 2016, EMBL EBI, UK)

A mini-hackathon aimed at curation of EMBL EBI software tools.



Resource Hackathon : de.NBI EDAM Codefest (Jan 19-20 2016, Freiburg Uni., DE)

http://tinyurl.com/registryhackathon7

This hackathon, organised by University of Freiburg, will focus on 1) annotation of de.NBI tools and services, 2) ELIXIR Registry and registration process and 3) Publishing tools in the ELIXIR Registry.



Technical Hackathon : EDAM development heuristics (Dec 1-4 2015, Amsterdam, NL)

http://tinyurl.com/registryhackathon5

This hackathon aimed at preparing EDAM for scaling with registry growth.  The focus was to enumerate EDAM development heuristics to ensure usability, identify desirable clean-ups, and to devise quality assurance methods, including usability benchmarking in different scenarios.  It also included a thematic session focussing on protein structural biology and the WHAT-IF package.



Curatathon : bio.tools curation (Nov 4-6 2015, Brno, CZ)

http://tinyurl.com/registryhackathon3

The second in the series, will aim for representation in the registry of all ELIXIR nodes, including new partners from Spain, Netherlands, Sweden and Finland, and other key resources beyond ELIXIR.



Thematic Hackathon : RNA analysis (Sep 23-25 2015, Copenhagen, DK).

A thematic hackathon focussed on RNA analysis and seeking to establish an ELIXIR RNA Tools Consortium that the Registry can draw upon in the future.



Thematic Hackathon : defining good practice for resource annotation and registry curation (Aug 23-25 2015, Tallin, EE).

http://tinyurl.com/registryhackathon4

A three day workshop organised and financed by ELIXIR-EE aiming to identify relevant processes and good practice for the annotation and curation of resources for their integration into the emerging ELIXIR infrastructure, focussed on next generation sequencing (NGS) analysis and the SeqWIKI Resource Hub.



Technical Hackathon - EDAM Development & Governance (Mar 11-13 2015, Lyngby, DK)

http://tinyurl.com/registryhackathon2

Focused on EDAM technical maintenance and usability, and produced a mock-up of tooling to assure optimal usage of EDAM for registry curation.



Curatathon - Registration of Tool & Data Services (Nov 19-21 2014, Lyngby, DK)

http://tinyurl.com/registryhackathon

Gathered representatives of institutes and key projects within ELIXIR and beyond. The participants performed a valuable pre-release critique of the Registry mechanism and interfaces, and added more than 300 resources to the content.



Mobyle, EDAM and Service Registry hackathon (Jun 17-18 2014, Paris, FR)



Workshop - ELIXIR, BioMedBridges & RDA Workshop: A common vocabulary to classify resources in the life sciences (Oct 7-8 2014, Brussels, NL)

http://www.biomedbridges.eu/news/workshop-common-vocabulary-classify-resources-life-sciences



ALLBIO Workshop - Metagenomics & interoperability (Apr 10-12 2014, Amsterdam, NL)



BioMedBridges AGM Tools Workshop (Mar 9-12 2014, Florence, IT)



bio.tools @ Debian Med Sprint (Jan 31-Feb 3 2014, Aberdeen, UK)



ELIXIR/BioMedBridges Workshop on Tool Registries (Oct 16-18 2013,  CBS-DTU, DK)



BioMedBridges Registry Workshop (May 8 2013, Imperial College, UK)



AllBio / EMBRACE Continuity Workshop (Mar 18-20 2013, Amsterdam, NL)



BioMedBridges AGM Registry Workshop (Mar 11-12 2013, Dusseldorf, DE)



EDAM hackathon (Oct 9-13 2012, EMBL-EBI, UK)



AllBio workshop - Â¡Â°Web services for improved interoperability in bioinformaticsÂ¡Â± (Oct 2-5 2012, Munich, DE)



Code of Conduct

We respectfully ask all attendees at meetings to conduct themselves in a way that maintains focus, respect, order - and enjoyment!  Suggestions include:


	Bear in mind that you are as responsible for the success of the meeting as anyone else.


	Stick to the meeting agenda if stipulated (most of our meetings do not have rigid agendas).


	Remain focused on the task at hand.


	Come prepared.


	Use an analytic, facts-based approach to problem solving whenever possible.


	Manage meeting time wisely.


	Brainstorm when fresh ideas are in short supply or complex problems present challenges.


	Allow for the expression of every personÂ¡Â¯s ideas, and give all ideas a serious hearing.


	Listen carefully to each other, and be courteous.


	Accommodate disagreements and criticisms without hostility.


	Refrain from all personal attacks.


	Demonstrate flexibility.


	Make meetings enjoyable; employ humour and respect.


	Resolve conflict through compromise and consensus whenever possible.
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Governance

bio.tools follows a simple governance model of three tiers under the leadership of the
Danish ELIXIR node [http://elixir-denmark.org] (Professor Søren Brunak, Head of Node) which is providing long-term funding and support for bio.tools.  Development on the ground is led by Danish Node staff, currently Jon Ison, Piotr Chmura and Hans Ienasescu, in close collaboration with the registry-dev group (see below) and EDAM developers [https://github.com/edamontology/edamontology#governance-of-edam].

If you’d like to get involved with the project please mail registry@elixir-dk.org.


registry-dev

registry-dev includes the technical and scientific experts at the heart of the development and curation of bio.tools.  Priorities are set in a quasi-democratic way; bio.tools is a “do-ocroacy” with the Danish ELIXIR Node staff having the final say, where necessary (in so far as this is meaningful).  registry-dev members are either funded, or have the intent and some bandwidth, to support bio.tools in the long-term.  Danish Node staff ensure the registry-dev group and all Contributors are listened to and informed.

Members of registry-dev [http://biotools.readthedocs.io/en/latest/contributors.html#registry-dev] are responsible for agreeing aims and general good practice.  They are expected to advocate bio.tools and (as bandwidth allows) collaborate with one another to help develop the registry software, related technical projects and registry content, e.g.:


	add new and improve existing content through collaboration with EDAM Developers


	routine content maintenance including quality control


	work collaboratively within the Curation Task Force (see below) and attend Hackathons


	suggest or implement new features


	develop software for the registry and related technical projects


	evaluate the registry and provide feedback, to ensure the registry software is fit for purpose




Danish Node staff are responsible for reporting software development and curation priorities, and progress, to the ELIXIR-DK Management.

registry-dev will assemble virtually or in person as circumstances dictate, in meetings with open agenda and followed up with actions and notes on key recommendations.  registry-dev members are signed up to the the registry-core mailing list [http://biotools.readthedocs.io/en/latest/contributors_guide.html#mailing-list].


Thematic editors

Named thematic editors are registry-dev members responsible for overseeing coverage and quality in specific thematic areas, e.g.


	evaluating existing coverage (EDAM, tools)


	driving coverage (EDAM, tools)


	liasing with community & leading workshops in their specialist area




See the Editors Guide [http://biotools.readthedocs.io/en/latest/editors_guide.html].




Registry contributors

Registry contributors include anyone who makes significant contributions to the registry content or registry-related software, by whatever means, but have none of the responsibilities or expectations of registry-dev.

An important (but voluntary) role of contributors is to function in an advisory capacity, i.e. review the progress and priorities of registry-dev and advise them on their priorities and how best to achieve the current aims.  To these ends, the following actions are welcome:
- read the bio.tools milestones and changelog [https://github.com/bio-tools/biotoolsRegistry/blob/master/CHANGELOG.md] and provide feedback on the reported progress and priorities.
- oversee the curation and development of bio.tools and actively offer constructive advice based on their practical experience, requirements and expertise
- advocate bio.tools to colleagues

The registry-dev group will respect this feedback and advice and reflect it in subsequent rounds of development and curation.  We very much welcome new contributors: for further information please mail registry@elixir-dk.org.



Registry end-users

We particularly welcome input from end-users from the life science community including scientists, technicians and managers from academia and industry:
- to test, evaluate and critique the registry software and content
- to provide feedback and constructive advice based on their practical experience, requirements and expertise

registry-dev will respect this feedback and advice and reflect it in subsequent rounds of registry development and curation.
Anyone who is considering using the registry - but especially typical scientist / bioinformatician end-users - are welcome to mail registry@elixir-dk.org.
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Contributors


Note

You can contact the registry-dev group by mailing registry-core@elixir-dk.org
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Code


Note

We are in the process of packaging the system in a docker container to achieve a more reproducible, environment-independent local deployment solution. In the meantime please see our guidelines below which summarie necessary components and steps to run bio.tools.
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License

The registry content is freely available to all under the Creative Commons Attribution licence (CC BY 4.0 [https://creativecommons.org/licenses/by/4.0/]).

The source code of the registry is under standard GPL 3.0 license [https://github.com/bio-tools/biotoolsRegistry/blob/master/LICENSE].
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Publications

Ison, J. et al. (2019). The bio.tools registry of software tools and data resources for the life sciences [https://doi.org/10.1186/s13059-019-1772-6]. Genome Biology, doi:10.1186/s13059-019-1772-6 [https://doi.org/10.1186/s13059-019-1772-6]

Ison, J. et al. (2019). Community curation of bioinformatics software and data resources [https://doi.org/10.1093/bib/bbz075]. Briefings in Bioinformatics. doi:10.1093/bib/bbz075 [https://doi.org/10.1093/bib/bbz075]

Tsiamis, V. et al. (2019) A Thousand and One Software for Proteomics: Tales of the Toolmakers of Science [https://doi.org/10.1021/acs.jproteome.9b00219]. Journal of Proteome Research. doi:10.1021/acs.jproteome.9b00219 [https://doi.org/10.1021/acs.jproteome.9b00219]

Palmblad, M., Lamprecht, A-L, Ison, J. and Schwammle, V. (2018) Automated workflow composition in mass spectrometry based proteomics [https://doi.org/10.1093/bioinformatics/bty646]  Bioinformatics doi:10.1093/bioinformatics/bty646 [https://doi.org/10.1093/bioinformatics/bty646]

Hillion K.H., Kuzmin I., Khodak A., Rasche E., Crusoe M., Peterson H., Ison J., Ménager, H.  (2017). Using bio.tools to generate and annotate workbench tool descriptions [https://f1000research.com/articles/6-2074/v1]  F1000Research (article).
doi:10.12688/f1000research.12974.1 [https://doi.org/10.12688/f1000research.12974.1]

Doppelt-Azeroual, O., Mareuil, F., Deveaud, Kalaš, M., Soranzo, N., van den Beek, M., Grüning, B., Ison, J. and Ménager, H. (2017).  ReGaTE: Registration of Galaxy Tools in Elixir [https://doi.org/10.1093/gigascience/gix022]  GigaScience,  doi:10.1093/gigascience/gix022 [https://doi.org/10.1093/gigascience/gix022]

Ménager, H., Kalaš, M., Rapacki, K. and Ison, J. (2016).  Using registries to integrate bioinformatics tools and services into workbench environments [https://link.springer.com/article/10.1007/s10009-015-0392-z]  Int J Softw Tools Technol Transfer,  doi:10.1007/s10009-015-0392-z [https://doi.org/10.1007/s10009-015-0392-z]

Ison, J. et al. (2015). Tools and data services registry: a community effort to document bioinformatics resources. [http://nar.oxfordjournals.org/content/early/2015/11/03/nar.gkv1116.long] Nucleic Acids Research,  doi: 10.1093/nar/gkv1116 [https://doi.org/10.1093/nar/gkv1116]

Ison, J., Kalaš, M., Jonassen, I., Bolser, D., Uludag, M., McWilliam, H., Malone, J., Lopez, R., Pettifer, S. and Rice, P. (2013). EDAM: an ontology of bioinformatics operations, types of data and identifiers, topics and formats [http://bioinformatics.oxfordjournals.org/content/29/10/1325.full] Bioinformatics, doi: 10.1093/bioinformatics/btt113 [https://doi.org/10.1093/bioinformatics/btt113]


Citation

If you use bio.tools, please cite:

Ison, J. et al. (2015). Tools and data services registry: a community effort to document bioinformatics resources. [http://nar.oxfordjournals.org/content/early/2015/11/03/nar.gkv1116.long] Nucleic Acids Research.  doi: 10.1093/nar/gkv1116 [https://doi.org/10.1093/nar/gkv1116]

If you use EDAM or its part, please cite:

Ison, J., Kalaš, M., Jonassen, I., Bolser, D., Uludag, M., McWilliam, H., Malone, J., Lopez, R., Pettifer, S. and Rice, P. (2013). EDAM: an ontology of bioinformatics operations, types of data and identifiers, topics and formats [http://bioinformatics.oxfordjournals.org/content/29/10/1325.full] Bioinformatics, doi: 10.1093/bioinformatics/btt113 [https://doi.org/10.1093/bioinformatics/btt113]
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Support

For help, support and feedback, please mail registry-support.
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These docs


Note

Help with these docs is greatly appreciated.  You can work on them directly via GitHub [https://github.com/bio-tools/biotoolsDocs] or make comments, requests, report bugs etc by using the issue tracker [https://github.com/bio-tools/biotoolsdocs/issues].
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biotoolsDocs

Documentation for bio.tools and related community projects, hosted here [http://biotools.readthedocs.io/en/latest/].
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API quickstart

TODO: Write API quickstart ;)
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Roadmap

A summary of planned technical development of bio.tools software.  Developments are informed by the ELIXIR EXCELERATE application (granted in April 2015).  The roadmap is updated in light of community input (see Contributors Guide [http://biotools.readthedocs.org/en/latest/hangouts.html]) and on-going developments.  As a rule we aim for quarterly registry feature releases with supporting EDAM releases.


2017 Q3


	curation


	content quality is now the priority aiming for 10,000 entries by Dec 2016


	clean-up of toold names / IDs [https://biotools.sifterapp.com/issues/401]


	consolidation of duplicates [https://biotools.sifterapp.com/issues/297] (Q3-Q4)


	systematic identification of rightful entry owners:  email requesting adoption of entries, request new tools (Q2-)


	systematic annotation of tool publication IDs [https://biotools.sifterapp.com/issues/224]


	systematic improvement of entries following QC checks (Q2-)


	curation of tools from msutils.org to “gold-standard” via studentship [https://biotools.sifterapp.com/issues/177] (Q2-Q3)






	features / technical


	extra enhancements to content reporting (total #annotations, #annotations vs. time, annotations by type: table, chart)


	indexing of whole site following clean-up of duplicates and tool IDs


	expose #citations, altmetric attention score


	support for biotoolsSchema 2.0.0 XML format I/O


	(mock up) new Curator Tooling


	(prototype) Metrics Card with infographic showing compliance to information standard


	(scoping) implementation of integration with BioShadock, BioContainers etc. (containers), IFB cloud (VMs, workflows)






	docs


	finalise entry quality metrics [https://biotools.sifterapp.com/issues/243] : see the emerging standard [https://github.com/bio-tools/biotoolsSchemaDocs/blob/master/information_requirement.rst] and join the discussion on GitHub [https://github.com/bio-tools/biotoolsSchema/issues/77]


	finalise the Curators Guide [http://biotools.readthedocs.io/en/latest/curators_guide.html”]






	ELIXIR EXCELERATE WP1 Deliverables & milestones


	D1.2 - registry release [https://biotools.sifterapp.com/issues/257]


	D1.5 - metrics in registry [https://biotools.sifterapp.com/issues/256]


	D1.6 - workbench integration enabler [https://biotools.sifterapp.com/issues/258]


	M1.1.2 - EDAM release + tooling [https://biotools.sifterapp.com/issues/252]


	M1.3 - literature integration [https://biotools.sifterapp.com/issues/253]


	M1.4 - close-to-source annotation [https://biotools.sifterapp.com/issues/254]


	M1.7.1 - novel user interfaces [https://biotools.sifterapp.com/issues/255]






	revisions in light of EXCELERATE midterm review tbd -






2017 Q4


	curation


	planning of comprehensive coverage & systematic improvment in scientific areas via  “thematic editors” [https://biotools.sifterapp.com/issues/374]






	features / technical


	improved search and filtering


	drop mandatory requirement for email or URL in credits (non-breaking change in biotoolsSchema 2.1.0 and UI)


	sorting on #citations, altmetric score, publication date etc.


	graph of #citations, altmetric score etc. by time


	expose publication metadata, e.g. copy-pastable citation information


	extra enhancements to content reporting (e.g. contributors by top-level domain, contributors by geographic location, contributing institutes etc.)


	begin implementation of integration with BioShadock, BioContainers etc. (containers), IFB cloud (VMs, workflows)


	begin implementation of new bio.tools UI including Tool Annotator and icon-based navigation


	begin implementation of Curator Tooling










Beyond 2017


	features / technical


	“tools similar to these” feature (using EDAM annotations)


	“drive-by curation” (suggestions from non-account holders)


	add BioSchema Tool Specification mark-up, assess impact on presentation of search results


	provide metadata as service (tbd)






	evaluate user impact


	assess tool discoverability (tool cards, tool homepage URLs) via Google






	M1.1.3 EDAM release with coverage of different resource categories and RIs. Implementation of tooling for sustainable community development


	M1.5 Good Practice Guidelines


	M1.6 Implementation of resource metadata catalogue & evaluation of impact of Resource Synergy Meeting series


	M1.7.2 Implementation of novel highly usable interfaces from analysis of user experience and usability requirements


	D1.3 Registry release with comprehensive coverage of ELIXIR Node resources, including resource data format curation and analysis (Task 1)


	D1.7 Description of the registry user helpdesk & impact on user support via community forums (Task 4)


	D1.8 Matchmaking service: implementation & evaluation of impact


	M1.1.4 EDAM release with coverage of different resource categories and RIs. Implementation of tooling for sustainable community development


	D1.4 Registry release with comprehensive coverage of ELIXIR Node resources, including resource data format curation and analysis (Task 1)


	integration with DebianMed [https://biotools.sifterapp.com/issues/32]






NOTE


	Things mentioned previously that will not be done


	“sandbox” area for intermediate registrations.  The information requirement is now lower for beta entries [https://github.com/bio-tools/biotoolsSchema#information-requirements] , “sandbox” (staging area) is not needed


	“moderation interface” for mass content import.  Instead there will be enhanced QA/QC with features for improving entries (see below)


	improved admin interface for content management.  Instead an admin will be able to edit any entry via the UI, also programmatically via Python notebooks (see below)











Changelog

A summary of technical developments of bio.tools software to date.


2017 Q2


	curation


	import of tools from NAR Web servers [https://biotools.sifterapp.com/issues/245]


	import of tools from Bioinformatics Links Directory - software [https://biotools.sifterapp.com/issues/242]






	features / technical


	SEO in preparation for indexing the whole site


	(scoping) Icon / topic-based view [https://biotools.sifterapp.com/issues/172] for browsing bio.tools


	(prototype) Tool Annotator [https://biotools.sifterapp.com/issues/211] UI


	(mock-up) of new bio.tools UI (splash page, sub-pages, summary view, grid view)


	“disown” entry button (My Profile)


	improved search and filtering


	proof-of-principle of interactive diagrams [https://biotools.sifterapp.com/issues/65] of published workflows / tool-specific diagrams (https://bio.tools/worklows)






	docs


	update API documentation [http://biotools.readthedocs.io/en/latest/api_reference_dev.html] including attributes JSON model [http://biotools.readthedocs.io/en/latest/api_attribute_model_dev.html]










April 2017



March 2017


	subdomains


	pilot for de.NBI, others


	subdomain management in My Profile










February 2017


	enhanced content ownership / sharing features


	“request edit rights” button (Tool Card)


	“request ownership” button (Tool Card, My Profile)






	improved search


	support “Collection” and “Credit” in search bar, with drop-down of suggestions


	tweak search behaviour to address most critical issues from https://biotools.sifterapp.com/issues/274










January 2017


	Admin tooling


	admin editing via UI


	admin editing programmatically via Python notebooks






	improved QA/QC process (content monitoring & reporting)


	comprehensive basic checks (see technical proposal [https://docs.google.com/document/d/1ATj2zJOlbR3Edk6QyGvPX5HStZBknqfx1Fwqk4k0kqE/edit#heading=h.fffoc8urhpt8])


	labelling of entries with “has issues” will not be done


	reporting to admin page.  Reporting to Tool Cards & My Profile will not be done






	mass content imports


	Tools used by EBI Training team [https://biotools.sifterapp.com/issues/70]


	Tools used by ELIXIR trainers [https://biotools.sifterapp.com/issues/60]


	BioConductor [https://biotools.sifterapp.com/issues/31]


	msutils.org [https://biotools.sifterapp.com/issues/28]


	SEQwiki [https://biotools.sifterapp.com/issues/27]


	Ontologies from OBO Foundry [https://biotools.sifterapp.com/issues/300]


	Ontology metadata from OLS [https://biotools.sifterapp.com/issues/298]










December 2016


	stable data model, biotoolSchema 2.0.0 [https://github.com/bio-tools/biotoolsSchema/tree/master/versions] released


	defines the stable bio.tools API


	many major changes (new credit mechanism, cleaner aggregation of links, links (including for docs and downloads) can be typed etc.


	breaking changes reserved to once/year from now on


	incorporates very many community requests (tracked on https://github.com/bio-tools/biotoolsSchema/issues)


	new schema docs [https://biotoolsschema.readthedocs.io/en/latest/]






	support for candidate stable schema (Stage 1/3) in backend & user interfaces, revised documentation


	content migration to stable schema


	created system for semi-automated migration of content (future proofing)


	migrated existing content (Stage 1/3), see Data model docs [https://docs.google.com/document/d/1tqw7FELV4F_qzrTA9KpVYoORAeFPyY1ZOjaGTPN2H1E/edit]






	labelling of all entries as “beta”


	beta entries will require QC / user verification before being indexed






	Google indexing of bio.tools


	new indexing system (keywords and metadata representation), no longer uses prerender, Google can now index single-page applications (Javascript)


	main site is indexed, individual Tool Cards will be indexed as we migrate from “beta” entries






	new look Tool Cards


	bio.tools updated for EDAM_16


	support for EDAM synonyms for registration via API






November 2016


	revised https://bio.tools/stats pages with new graphs, cleaner look and feel etc.


	revised search mechanism, now performs exact and fuzzy searches


	revised Registration Interface, now provides inline error reporting


	feature to send verification (for account creation) and password reset emails


	features to share resources moved to “my profile” page


	scheduling system for housekeeping, e.g. gathering stats for https://bio.tools/stats


	misc. bug fixes






October 2016


	moved dev.bio.tools into production (consolidation of dev.bio.tools & bio.tools content) with QC check for redundant tool names


	content ownership / sharing of edit rights (Google docs style)


	ownership is not based on affiliation anymore, 1 owner / tool, edit rights can be shared with selected account holder, or with all account holders






	stable tool ID / URL scheme including tool version number


	moved away from affiliation-name-version triplet for identifying entries, tools now identified by toolID, specific versions of a tool identified by versionID.  IDs have syntax constraints (defined in https://github.com/bio-tools/biotoolsSchema/).


	IDs and therefore Tool Card URLs will be user-verifiable (implementation tbd)






	improved bio.tools auto-mailer (using admin email address)


	added historical stats to bio.tools/stats






July 2016


	rewrite bio.tools software to pay off technical debt (completed)






June 2016


	~750 automated unit tests


	new and improved grid view


	“my profile” page, with account information and list of tools registered by this account


	Curation admin interface (content edition) (beta)


	General admin interface (account management, password change, reset etc) (beta)






May 2016


	robust validation of incoming tool descriptions


	new URL / persistent ID scheme


	unit tests for EDAM topics, operations, data types and formats






April 2016


	bio.tools/stats page


	improved load time


	added Elasticsearch support for improved search


	user authentication support for password change, reset, etc


	new improved and simplified search and filtering interface (neXtProt style)






March 2016


	bio.tools documentation framework: https://biotools.readthedocs.org


	rewrite bio.tools software to pay off technical debt (on-going)






December 2015


	Created URL links to various registry related resources, such as bio.tools/events


	Displaying date added as ‘time ago’


	Improvements to the pagination


	Added a nightly validator that ensures that the existing contents of the registry validate against the XSD schema


	EDAM release


	Continuous debugging and improvements






November 2015


	Created a mechanism for gathering stats of the current content of the registry


	API now returns date of last update


	Sorting entries by last added


	Improvements to the account creation


	Schema release


	Continuous debugging and improvements






October 2015


	Rework of all interfaces to make website mobile friendly


	Improved error handling, messages and display when registering a resource


	Made JSON interactively editable in the Â¡Â®Resource registrationÂ¡Â¯ interface


	Continuous debugging and improvements






September 2015


	New domain bio.tools


	New advanced filtering widget and mechanism


	Improvements to the EDAM widget


	Tooltips redone


	Updated the contact tab in Â¡Â®Resource registrationÂ¡Â¯ to make it obvious that either email or URL is required instead of both


	Continuous debugging and improvements






August 2015


	Major release with focus on improved interface usability:
- Removed splashscreen
- Refactored menus
- New browsing interface: added new Â¡Â®pillÂ¡Â¯ view, new sorting capabilities, storing search state in the URL etc.
- New registration interface: new ontology browsing widget, restructured to improve look and feel
- New editing interface (for existing resources)
- Added Â¡Â®compact viewÂ¡Â¯ to query interface
- Improved search bar with search suggestions


	Finalizing search API intended to prepare for growth in content and usage of the registry (scalability)


	New transferable search URL - same syntax for filtering both via GUI and API


	Continuous debugging and improvements






July 2015


	Work on a search API intended to prepare for growth in content and usage of the registry (scalability)


	Implemented Resource Pages (mature)
- New look: compactified, visualisation of functions and in/outputs


	Work on major enhancements to interface usability


	Continuous debugging and improvements






June 2015


	biotoolsXSD-1.2 released
- https://github.com/jongithub/biotoolsxsd/blob/master/CHANGELOG.md


	Registry software updated to accommodate the new release (ongoing)


	Continuous debugging






May 2015


	Created new demo server


	Created replacement page for use upon releases


	Set up Google Indexing


	Enabled Google Analytics


	Implemented Resource Pages (beta)


	Made publication attribute mandatory


	Created biotoolsXSD project in Github


	biotoolsXSD-1.1 released
- https://github.com/jongithub/biotoolsxsd/blob/master/CHANGELOG.md
- Updated schema docs for “Name” standards
- Updated schema docs to include simple table of attributes (optional, recommended, mandatory) PLUS reference Google Doc with this info


	Continuous debugging






April 2015


	Added ability to adjust column width


	Added ability to sort columns


	Outlined technical implementation of Resource Pages


	Enforced “name” standards in registration interface


	Prepare for Google Indexing


	Added whole VM deployment and provisioning setup


	Various schema updates, e.g.
- Improved dataType, dataFormat element docs
- Extended URL with support for FTP
- Enforced Â¡Â®description’ length limit
- Enforced other ‘description’ fieldsÂ¡Â¯ length limits
- Made publication ID mandatory
- Updated sample JSON with “null” value of “uri”


	Continuous debugging






March 2015


	Batch registration to support XML format, & support multi-resource JSON / XML upload


	Fixed the interface not to direct the user to the splash screen all the time


	Various schema updates, e.g.
- Harmonize “Maturity” in software description schema
- Updated comment in schema docs for “contact”
- Removed URI from softwareType and resourceType
- Updated schema for missing AppDB languages
- Updated schema for missing AppDB licenses


	Continuous debugging






February 2015


	Released EDAM 1.9 with corresponding registry updates


	Splash page updated to accept full term before redirecting


	Various schema updates, e.g.
- Added “virtual appliance” to enum for interfaceType
- Removed URLs from simple enums in schema (old SWO terms)
- Changed “Accessibility” element to support “private” tools
- Added “Dataset” to enum for resourceType


	Continuous debugging
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Community-specific guidelines

Tool information profiles and tutorials tailored to specific communities

Different communities - whether national, scientific or ones focused on a specific project - have different perspectives on the information they wish to disseminate about the tools and services within their portfolios.

Tool information profiles [https://github.com/bio-tools/Tool-Information-Standard/tree/master/toolInformationProfiles] are a formal way to define which tool attributes - supported by the bio.tools [https://bio.tools] registry - should be specified within a set of tool descriptions registered in bio.tools.

Accompanying the profiles are tutorials which tool developers and service providers can follow to improve the description of their resources in bio.tools. The aim is to improve the quality of the community tools portfolio, by improving the bio.tools entries, and by highlighting areas where the service around those tools can be improved.


Note

This page currently describes the profile and tutorial developed for IFB, but the expectation is that other communities will follow.
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Hangouts

Monthly informal meetings to discuss all matters around bio.tools including ELIXIR EXCELERATE WP1 (“Tools Interoperability and Service Registry”) tasks and activities of ELIXIR Denmark technical staff.

You are welcome to attend; please mail Henriette Husum Bak-Jensen (hhu@bio.ku.dk) cc Jon Ison (jison@bioinformatics.dtu.dk), including your gmail and skype addresses.  To understand how we organise tasks and projects, read the Contributors Guide [http://biotools.readthedocs.io/en/latest/project_management.html].


2017 Meetings


	No meeting in July, Aug


	POSTPONED (date TBD) Fri Sep 29, 11 AM CEST WP1-focus


	Fri Oct 27, 11 AM CET


	Thu Nov 23, 12.30 CET for 2 hours WP1-focus


	No meeting in Dec






Next meeting


2017 Novmber 23, 12.30 - 2.30 PM CET


Call details

Connection det