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Assisted Model Building with Energy Refinement
(AMBER)

RRID:SCR_014230
Type: Tool

Proper Citation

Assisted Model Building with Energy Refinement (AMBER) (RRID:SCR_014230)

Resource Information

URL.: http://ambermd.org/

Proper Citation: Assisted Model Building with Energy Refinement (AMBER)
(RRID:SCR_014230)

Description: Software package of molecular simulation programs. It is distributed into
AmberTools15 and Amberl4. AmberTools15 is a software package which can carry out
complete molecular dynamics simulations with either explicit water or generalized Born
solvent models. It is distributed in source code format and must be compiled in order to be
used. Amberl4 builds on AmberTools15 by adding the pmemd program, which provides
better performance on multiple CPUs and dramatic speed improvements on GPUs compared
to sander (molecular dynamics). GPU info, manuals, and tutorials are available on the
website.

Abbreviations: AMBER
Synonyms: Assisted Model Building with Energy Refinement

Resource Type: simulation software, software application, software resource, standalone
software

Keywords: molecular simulation, simulation software, software package, molecular
dynamics, pmemed, sander, bio.tools

Funding:

Availability: Acknowledgement requested
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Resource Name: Assisted Model Building with Energy Refinement (AMBER)
Resource ID: SCR_014230

Alternate IDs: biotools:amber

Alternate URLSs: https://bio.tools/amber

License: Licenses vary depending on the type of user purchasing the AMBER license
Record Creation Time: 20220129T080319+0000

Record Last Update: 20250331T061237+0000

Ratings and Alerts

No rating or validation information has been found for Assisted Model Building with Energy
Refinement (AMBER).

No alerts have been found for Assisted Model Building with Energy Refinement (AMBER).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 3982 mentions in open access literature.

Listed below are recent publications. The full list is available at FD| Lab - SciCrunch.org.
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