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Proper Citation

myExperiment (RRID:SCR_001795)

Resource Information

URL.: http://www.myexperiment.org/

Proper Citation: myExperiment (RRID:SCR_001795)

Description: Community repository and virtual research environment where scientists can
safely publish their workflows and experiment plans, share them with groups and find and
use those of others. Workflows, other digital objects and collections (called Packs) can be
swapped, sorted and searched. It supports Linked data, has a SPARQL Endpoint and REST
APl and is based on an open source Ruby on Rails codebase. Scientific workflows in various
formats can be uploaded. Specific support is provided for Taverna workflows for which the
system displays relevant metadata, components and visual previews, that are retrieved
directly from workflow files. Version history for workflows is collected. This feature allows the
contributor to keep previous versions of the workflow available, when the latest one is
uploaded. This brings additional benefit for the users by allowing them to view the
development stages of the workflow towards its latest implementation.

Abbreviations: myExperiment
Synonyms: my experiment

Resource Type: software application, service resource, community building portal,
database, workflow software, data processing software, data or information resource, portal,
software resource, storage service resource, data repository

Defining Citation: PMID:20501605



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_001795/resolver
http://www.myexperiment.org/
https://pubmed.ncbi.nlm.nih.gov/20501605

Keywords: workflow, pipeline, platform, component, data sharing, publish, digital object,
experimental method, workflow management, virtual research environment, collaborative
computing, taverna workflow workbench, bioinformatics, web service, bio.tools

Funding: JISC ;

Microsoft Technical Computing Initiative ;

EPSRC

Availability: The community can contribute to this resource, Acknowledgement requested
Resource Name: myExperiment

Resource ID: SCR_001795

Alternate IDs: nif-0000-10309, biotools:myexperiment

Alternate URLSs: https://www.forcell.org/node/4638, https://bio.tools/myexperiment

Record Creation Time: 20220129T080209+0000

Record Last Update: 20250519T203151+0000

Ratings and Alerts
No rating or validation information has been found for myExperiment.

No alerts have been found for myExperiment.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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Reproducibility Within Journal Articles: A Research Survey. Frontiers in research metrics and
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Polypeptides. Journal of chemical information and modeling, 59(5), 1811.
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Methods in enzymology, 608, 3.
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18109.
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reproducibility in clinical omics. Genome medicine, 7(1), 73.
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Bioinformatics and biology insights, 9, 125.

Morrison SS, et al. (2014) Impact of analytic provenance in genome analysis. BMC
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in genomics research. Frontiers in genetics, 4, 38.

Milsted AJ, et al. (2013) LabTrove: a lightweight, web based, laboratory "blog" as a route
towards a marked up record of work in a bioscience research laboratory. PloS one, 8(7),
e67460.

Toffano-Nioche C, et al. (2013) Detection of non-coding RNA in bacteria and archaea using
the DETR'PROK Galaxy pipeline. Methods (San Diego, Calif.), 63(1), 60.
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Database : the journal of biological databases and curation, 2012, bar067.




Truszkowski A, et al. (2011) New developments on the cheminformatics open workflow
environment CDK-Taverna. Journal of cheminformatics, 3, 54.
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