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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: 20250420T014433+0000

Ratings and Alerts

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


No rating or validation information has been found for Jackal.

No alerts have been found for Jackal.

Data and Source Information

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 dkNET.
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mBio, 11(1).

Hajdú I, et al. (2020) Ligand-induced conformational rearrangements regulate the switch 
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3(1), 721.

Wu B, et al. (2019) Novel Genetic Markers for Early Detection of Elevated Breast Cancer 
Risk in Women. International journal of molecular sciences, 20(19).

Horitani M, et al. (2017) 13C ENDOR Spectroscopy of Lipoxygenase-Substrate Complexes 
Reveals the Structural Basis for C-H Activation by Tunneling. Journal of the American 
Chemical Society, 139(5), 1984.

Copie G, et al. (2016) On the ability of molecular dynamics simulation and continuum 
electrostatics to treat interfacial water molecules in protein-protein complexes. Scientific 
reports, 6, 38259.
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Folding Free Energy Using a Knowledge-Modified MM/PBSA Approach. International journal 
of molecular sciences, 17(4), 512.
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of CNS interneurons. Human molecular genetics, 24(17), 4848.
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molecular biology, 81(1), 68.

Nishi H, et al. (2015) Crosstalk between signaling pathways provided by single and multiple 
protein phosphorylation sites. Journal of molecular biology, 427(2), 511.
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characterization and structural analysis. Molecular immunology, 45(11), 3168.
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