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go-perl
RRID:SCR_005730
Type: Tool

Proper Citation

go-perl (RRID:SCR_005730)

Resource Information

URL: http://search.cpan.org/~cmungall/go-perl/

Proper Citation: go-perl (RRID:SCR_005730)

Description: go-perl is a set of Perl modules for parsing, manipulating and exporting
ontologies and annotations. It includes parsers for the OBO and GO gene association file
formats. It has a graph-based object model with methods for graph traversal. For more
details, see the documentation included with the modules. go-perl comes bundled with
XSL (Extensible Stylesheet Language) transforms (which can also be used independently
of Perl, provided you have files in OBO-XML format), as well as scripts that can be used
as standalone tools. Installation should be simple, provided you have some experience
with Perl and CPAN; see the INSTALL file for details. Platform: Windows compatible, Mac
OS X compatible, Linux compatible, Unix compatible

Abbreviations: go-perl

Resource Type: software resource

Keywords: ontology, annotation, software library, slimmer-type tool, parser
Availability: Free for academic use

Resource Name: go-perl

Resource ID: SCR_005730

Alternate IDs: nlx_149190

Record Creation Time: 20220129T080232+0000

Record Last Update: 20260725T190609+0000

Ratings and Alerts


https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_005730/resolver
http://search.cpan.org/~cmungall/go-perl/

No rating or validation information has been found for go-perl.

No alerts have been found for go-perl.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 10 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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rice. Nucleic acids research, 41(Database issue), D1214.

Tang X, et al. (2013) Systematically profiling and annotating long intergenic non-coding
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185.
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12(3), R23.
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BMC bioinformatics, 11, 498.
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