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Proper Citation

Comprehensive Perl Archive Network (RRID:SCR_007253)

Resource Information

URL: http://www.cpan.org

Proper Citation: Comprehensive Perl Archive Network (RRID:SCR_007253)

Description: Welcome to CPAN, where you you will find All Things Perl. CPAN is the
Comprehensive Perl Archive Network, a large collection of Perl software and
documentation. You can begin exploring from either http://www.cpan.org/,
http://www.perl.com/CPAN/ or any of the mirrors listed at http://www.cpan.org/SITES.html.
Note that CPAN is also the name of a Perl module, CPAN.pm, which is used to download
and install Perl software from the CPAN archive. This FAQ covers only a little about the
CPAN module and you may find the documentation for it by using perldoc CPAN via the
command line or on the web at http://search.cpan.org/dist/CPAN/lib/CPAN.pm. Sponsors:
CPAN works with the generosity and cooperation of hundreds of developers, over 100
participating mirrors, funet.fi donating the network bandwidth, storage space and
computing power, volunteers who help keep everything together and users whose interest
in Perl keep the archive alive and growing. Keywords: Comprehension, Perl, Archive,
Software, Documentation,

Synonyms: CPAN

Resource Type: portal, topical portal, data or information resource

Resource Name: Comprehensive Perl Archive Network

Resource ID: SCR_007253

Alternate IDs: nif-0000-30267

Record Creation Time: 20220129T080240+0000

Record Last Update: 20260728T043247+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_007253/resolver
http://www.cpan.org


No rating or validation information has been found for Comprehensive Perl Archive
Network.

No alerts have been found for Comprehensive Perl Archive Network.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 101 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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