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Biopieces
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Type: Tool

Proper Citation

Biopieces (RRID:SCR_005783)

Resource Information

URL.: http://www.biopieces.org

Proper Citation: Biopieces (RRID:SCR_005783)

Description: A collection of bioinformatics tools that can be pieced together in a very easy
and flexible manner to perform both simple and complex tasks. The Biopieces work on a
data stream in such a way that the data stream can be passed through several different
Biopieces, each performing one specific task: modifying or adding records to the data
stream, creating plots, or uploading data to databases and web services. The Biopieces are
executed in a command line environment where the data stream is initialized by specific
Biopieces which read data from files, databases, or web services, and output records to the
data stream that is passed to downstream Biopieces until the data stream is terminated at
the end of the analysis. The advantage of the Biopieces is that a user can easily solve simple
and complex tasks without having any programming experience. Moreover, since the data
format used to pass data between Biopieces is text based, different developers can quickly
create new Biopieces in their favorite programming language - and all the Biopieces will
maintain compatibility. Finally, templates exist for creating new Biopieces in Perl and Ruby.
There are currently ~190 Biopieces (March 2014).

Abbreviations: Biopieces

Synonyms: www.biopieces.org, biopieces - Biopieces is a bioinformatic framework of tools
easily used and easily created

Resource Type: source code, software resource, software toolkit

Keywords: bioinformatics, tool, framework, biopieces, language independent, bio.tools,
FASEB list
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Funding: Danish Agency for Science Technology and Innovation 272-06-0325
Availability: GNU General Public License, v2

Resource Name: Biopieces

Resource ID: SCR_005783

Alternate IDs: nlx_149253, biotools:biopieces, OMICS 01036

Alternate URLSs: http://code.google.com/p/biopieces/, https://bio.tools/biopieces
Record Creation Time: 20220129T080232+0000

Record Last Update: 20250429T055014+0000

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

No alerts have been found for Biopieces.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 40 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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