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Taverna

RRID:SCR_004437
Type: Tool

Proper Citation

Taverna (RRID:SCR_004437)

Resource Information

URL: http://www.taverna.org.uk/

Proper Citation: Taverna (RRID:SCR_004437)

Description: An open source and domain independent Workflow Management System

experimentation. Taverna Workbench now has support for service sets, offline workflow
editing, workflow validation, improved workflow run monitoring, and the pausing and
canceling of workflow runs. The command line tool allows you to run workflows outside of
the workbench and is available as a stand-alone download or bundled with the Taverna
Workbench 2.2.0 download. The Taverna suite is written in Java and includes the Taverna
Engine (used for enacting workflows) that powers both the Taverna Workbench (the
desktop client application) and the Taverna Server (which allows remote execution of
workflows). Taverna is also available as a Command Line Tool for a quick execution of
workflows from a terminal. Taverna 2.2.0 includes * Copy/paste, shortcuts, undo/redo,
drag and drop * Animated workflow diagram * Remembers added/removed services *
Secure Web services support * Secure access to resources on the web * Up-to-date R
support * Intermediate values during workflow runs * myExperiment integration * Excel
and csv spreadsheet support * Command line tool

Abbreviations: Taverna

Resource Type: software application, workflow software, software resource, data
processing software

Defining Citation: PMID:18337261, PMID:23640334

Funding: OMII-UK ;
EPSRC ;

BBSRC ;

Microsoft ;

ESRC;

JISC



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_004437/resolver
http://www.taverna.org.uk/
https://pubmed.ncbi.nlm.nih.gov/18337261
https://pubmed.ncbi.nlm.nih.gov/23640334

Availability: Open unspecified license

Resource Name: Taverna

Resource ID: SCR_004437

Alternate IDs: nIx_43462, OMICS 01146
Record Creation Time: 20220129T080224+0000

Record Last Update: 20260728T043201+0000

Ratings and Alerts

No rating or validation information has been found for Taverna.

No alerts have been found for Taverna.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 30 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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