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AutoDock

RRID:SCR_012746
Type: Tool

Proper Citation

AutoDock (RRID:SCR_012746)

Resource Information

URL.: http://autodock.scripps.edu/

Proper Citation: AutoDock (RRID:SCR_012746)

Description: Software suite of automated docking tools. Designed to predict how small
molecules, such as substrates or drug candidates, bind to receptor of known 3D structure.
AutoDock consist of AutoDock 4 and AutoDock Vina. AutoDock 4 consists of autodock to
perform docking of ligand to set of grids describing target protein, and autogrid to pre
calculate these grids.

Abbreviations: autodock
Resource Type: software resource

Defining Citation: PMID:19399780

Keywords: Small molecules receptor binding, automated docking tools, 3D structure,
AutoDock 4, AutoDock Vina, ligand, docking

Funding:

Availability: Free, Available for download, Freely available
Resource Name: AutoDock

Resource ID: SCR_012746

Alternate IDs: OMICS 01594, biotools:autodock



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_012746/resolver
http://autodock.scripps.edu/
https://pubmed.ncbi.nlm.nih.gov/19399780

Alternate URLSs: https://bio.tools/autodock, https://sources.debian.org/src/autodock/
Record Creation Time: 20220129T080312+0000

Record Last Update: 20250420T014618+0000

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

No alerts have been found for AutoDock.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 9798 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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