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AMBER parameter database

RRID:SCR_018815
Type: Tool

Proper Citation

AMBER parameter database (RRID:SCR_018815)

Resource Information

URL.: http://research.bmh.manchester.ac.uk/bryce/amber

Proper Citation: AMBER parameter database (RRID:SCR_018815)

Description: Assisted model building with energy refinement parameter database. Family of
force fields for molecular dynamics of biomolecules. Collection of equations and associated
constants designed to reproduce molecular geometry and selected properties of tested
structures.

Synonyms: Assisted Model Building with Energy Refinement parameter database

Resource Type: database, service resource, storage service resource, data repository, data
or information resource

Keywords: Model building, energy refinement, parameter, force field, molecular dynamics,
biomolecule, equation collection, constants collection, molecular geometry reproduction,
tested structure property reproduction, computational biophysics, drug design

Funding:

Availability: Free, Freely available

Resource Name: AMBER parameter database
Resource ID: SCR_018815

Record Creation Time: 20220129T080342+0000

Record Last Update: 20250508T065850+0000



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_018815/resolver
http://research.bmh.manchester.ac.uk/bryce/amber

Ratings and Alerts
No rating or validation information has been found for AMBER parameter database.

No alerts have been found for AMBER parameter database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.

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