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Proper Citation

Git (RRID:SCR_003932)

Resource Information

URL: http://git-scm.com/

Proper Citation: Git (RRID:SCR_003932)

Description: A free and open source distributed version control system designed to
handle everything from small to very large projects with speed and efficiency. Git is easy
to learn and has a tiny footprint with lightning fast performance. It outclasses SCM tools
like Subversion, CVS, Perforce, and ClearCase with features like cheap local branching,
convenient staging areas, and multiple workflows.

Resource Type: software application, version source control system, software
development tool, software resource

Keywords: version control, distributed, bio.tools
Availability: GNU General Public License, v2
Resource Name: Git

Resource ID: SCR_003932

Alternate IDs: nIx_158301, biotools:Git
Alternate URLSs: https://bio.tools/Git

Record Creation Time: 20220129T080221+0000

Record Last Update: 20260807T042600+0000

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

No alerts have been found for Git.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 73 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Bravo JE, et al. (2024) The TELCoMB Protocol for High-Sensitivity Detection of ARG-
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e70031.
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Bioinformatics advances, 4(1), vbae067.
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