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Proper Citation

Samba (RRID:SCR_006557)

Resource Information

URL: http://www.samba.org/

Proper Citation: Samba (RRID:SCR_006557)

Description: Standard Windows interoperability suite of programs for Linux and Unix that
provides secure, stable and fast file and print services for all clients using the SMB/CIFS
protocol, such as all versions of DOS and Windows, OS/2, Linux and many others. Samba
is an important component to seamlessly integrate Linux/Unix Servers and Desktops into
Active Directory environments using the winbind daemon.

Abbreviations: Samba

Resource Type: software application, systems interoperability software, software
resource

Keywords: interoperability, linux, unix, windows

Availability: GNU General Public License

Resource Name: Samba

Resource ID: SCR_006557

Alternate IDs: nlx_156712

Record Creation Time: 20220129T080236+0000

Record Last Update: 20260806T054428+0000

Ratings and Alerts

No rating or validation information has been found for Samba.

No alerts have been found for Samba.

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_006557/resolver
http://www.samba.org/


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 133 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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