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Resource Information

URL.: http://nebc.nerc.ac.uk/tools/bio-linux/bio-linux-7-info

Proper Citation: Bio-Linux (RRID:SCR_005399)

Description: A free, fully featured, powerful, configurable and easy to maintain
bioinformatics workstation that provides more than 500 bioinformatics programs on an
Ubuntu Linux 12.04 LTS base. Install it or run it live. There is a graphical menu for
bioinformatics programs, as well as easy access to the Bio-Linux bioinformatics
documentation system and sample data useful for testing programs. You can run a Bio-Linux
system on Amazon EC2 or other cloud computing architectures by using CloudBioLinux.

Abbreviations: Bio-Linux
Synonyms: BioLinux, NEBC Bio-Linux
Resource Type: software resource

Defining Citation: PMID:16841067

Keywords: ubuntu, cloud computing, workstation, bioinformatics
Funding:

Availability: Acknowledgement requested, Open unspecified license
Resource Name: Bio-Linux

Resource ID: SCR_005399
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Alternate IDs: OMICS 01137
Record Creation Time: 20220129T080230+0000
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Ratings and Alerts
No rating or validation information has been found for Bio-Linux.

No alerts have been found for Bio-Linux.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 32 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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