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Proper Citation

MDAnalysis (RRID:SCR_025610)

Resource Information

URL: https://www.mdanalysis.org/

Proper Citation: MDAnalysis (RRID:SCR_025610)

Description: Software object oriented Python library to analyze trajectories from
molecular dynamics simulations in many popular formats.

Resource Type: software library, software resource, software toolkit, source code

Keywords: analyze molecular dynamics simulations, molecular dynamics simulations,
molecular dynamics,

Availability: Free, Available for download, Freely available,
Resource Name: MDAnalysis
Resource ID: SCR_025610

Alternate URLSs: https://github.com/MDAnNalysis/mdanalysis,
https://pypi.org/project/MDAnNalysis/,

License: GNU GPL v2
Record Creation Time: 20240814T053254+0000

Record Last Update: 20260808T190728+0000

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

No alerts have been found for MDAnNalysis.

Data and Source Information



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_025610/resolver
https://www.mdanalysis.org/

Source: SciCrunch Registry

Usage and Citation Metrics
We found 28 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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yield balanced atomistic protein force fields. Nature communications, 16(1), 10562.
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Toay S, et al. (2025) Genetic mutations disrupt the coordinated mode of tyrosinase's intra-
melanosomal domain. Protein science : a publication of the Protein Society, 34(8),
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Tao E, et al. (2025) Drugs exhibit diverse binding modes and access routes in the Nav1.5
cardiac sodium channel pore. The Journal of general physiology, 157(2).




