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Proper Citation

Jackal (RRID:SCR_008665)

Resource Information

URL: http://wiki.c2b2.columbia.edu/honiglab_public/index.php/Software:Jackal

Proper Citation: Jackal (RRID:SCR_008665)

Description: Jackal is a collection of programs designed for the modeling and analysis of
protein structures. Its core program is a versatile homology modeling package. It contains
twelve individual programs, each with their own function.

Resource Type: software resource

Keywords: software, software repository, modeling, analysis, protein structure

Funding: NSF DBI-9904841;
NIGMS 5 R37 GM30518

Availability: Public, Free

Resource Name: Jackal

Resource ID: SCR_008665

Alternate IDs: nif-0000-33373

Record Creation Time: 20220129T080248+0000

Record Last Update: 20260725T190654+0000

Ratings and Alerts

No rating or validation information has been found for Jackal.

No alerts have been found for Jackal.

Data and Source Information

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_008665/resolver
http://wiki.c2b2.columbia.edu/honiglab_public/index.php/Software:Jackal


Source: SciCrunch Registry

Usage and Citation Metrics

We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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