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Proper Citation

CHARMM (RRID:SCR_014892)

Resource Information

URL: https://www.charmm.org/charmm/?CFID=66837e22-4ee5-47ba-bcbf-
b4b385c2397e&CFTOKEN=0

Proper Citation: CHARMM (RRID:SCR_014892)

Description: Software program that simulates molecular interactions. It has features that
allow broad application to many-particle systems with a comprehensive set of energy
functions, a variety of enhanced sampling methods, and support for multi-scale
techniques, and a range of implicit solvent models. It also primarily targets biological
systems including peptides, proteins, prosthetic groups, small molecule ligands, nucleic
acids, lipids, and carbohydrates, as they occur in solution, crystals, and membrane
environments. CHARMM can also be applied to inorganic materials with applications in
materials design and has a comprehensive set of analysis and model builiding tools.

Resource Type: software application, simulation software, software resource

Keywords: visualization, modeling, molecular simulation, materials design, model building
tools, analysis, biological systems, peptides, proteins

Resource Name: CHARMM
Resource ID: SCR_014892
Record Creation Time: 20220129T080322+0000

Record Last Update: 20260728T043449+0000

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

No alerts have been found for CHARMM.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 936 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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