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Proper Citation

Desmond (RRID:SCR_014575)

Resource Information

URL: https://www.deshawresearch.com/resources_desmond.html

Proper Citation: Desmond (RRID:SCR_014575)

Description: Software designed to perform high-speed molecular dynamic simulations of 
biological systems on conventional commodity clusters, supercomputers and GPUs. This 
code uses novel parallel algorithms and numerical techniques to achieve high performance 
and accuracy on platforms with a large number of processors. It can be used with a single 
computer.

Resource Type: software application, simulation software, software resource

Keywords: simulation, supercomputer, commodity cluster, gpu, parallel algorithm, biological 
system, parallel algorithms, computer, processor

Funding:

Availability: Open source, Free for non-commercial use, Commercial entities must contact 
Schrodinger LLC

Resource Name: Desmond

Resource ID: SCR_014575

License: Commercial License available through Schrödinger, LLC

Record Creation Time: 20220129T080321+0000

Record Last Update: 20250508T065533+0000
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Ratings and Alerts

No rating or validation information has been found for Desmond.

No alerts have been found for Desmond.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 723 mentions in open access literature.

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