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RRID:SCR_013955
Type: Tool

Proper Citation

Benchling (RRID:SCR_013955)

Resource Information

URL: https://benchling.com

Proper Citation: Benchling (RRID:SCR_013955)

Description: An online resource which helps researchers manage and organize labs and
experimental results by supplying molecular biology software tools for experimental design
and data analysis. Benchling provides tools for functions such as primer design and
colony counting as well as CRISPR guide design and automated Gibson and Golden Gate
cloning. Users can take notes in line with data, link data across entries, keep files and data
in one place, and manage and keep track of team progress. An enterprise version of
Benchling is available for scientists working within an organization with additional
administrative, compliance, and security protocols.

Resource Type: web application, software resource, computational hosting, service
resource

Keywords: web application, computational hosting, lab management, organization,
collaboration, Crispr

Funding: Andreessen Horowitz

Availability: Free, Public

Resource Name: Benchling

Resource ID: SCR_013955

License URLSs: https://benchling.com/terms
Record Creation Time: 20220129T080318+0000

Record Last Update: 20260808T190018+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_013955/resolver
https://benchling.com

No rating or validation information has been found for Benchling.

No alerts have been found for Benchling.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1579 mentions in open access literature.

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