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Proper Citation

Bpipe (RRID:SCR_003471)

Resource Information

URL: https://code.google.com/p/bpipe/

Proper Citation: Bpipe (RRID:SCR_003471)

Description: Software tool for running and managing bioinformatics pipelines. It
specializes in enabling users to turn existing pipelines based on shell scripts or command
line tools into highly flexible, adaptable and maintainable workflows with a minimum of
effort. Bpipe ensures that pipelines execute in a controlled and repeatable fashion and
keeps audit trails and logs to ensure that experimental results are reproducible. Requiring
only Java as a dependency, it is fully self-contained and cross-platform, making it very
easy to adopt and deploy into existing environments.

Abbreviations: Bpipe
Synonyms: bpipe - A tool for running and managing bioinformatics pipelines
Resource Type: software resource

Defining Citation: PMID:22500002

Keywords: genetics, dna, analysis, cluster, workflow, bio.tools
Availability: Free, Available for download, Freely available
Resource Name: Bpipe

Resource ID: SCR_003471

Alternate IDs: biotools:bpipe, OMICS_02301

Alternate URLSs: https://github.com/ssadedin/bpipe

Record Creation Time: 20220129T080219+0000

Record Last Update: 20260725T190541+0000



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_003471/resolver
https://code.google.com/p/bpipe/
https://pubmed.ncbi.nlm.nih.gov/22500002

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

No alerts have been found for Bpipe.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 13 mentions in open access literature.
Listed below are recent publications. The full list is available at kravitz2 .
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