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Proper Citation

Refmac (RRID:SCR_014225)

Resource Information

URL: http://www.ccp4.ac.uk/html/refmac5/description.html

Proper Citation: Refmac (RRID:SCR_014225)

Description: A molecular refinement program with two main modes: REVIEW, which
checks and updates the input model to establish that the geometric restraints can be
properly set up, and REFINE mode, which is the standard mode and documented in
keywords. In REVIEW users can: check model coordinates and write an extended output
set of coordinates, find disulphide bonds and other covalent links, cis-peptides, output the
sequence and REMARK records. In REFINEMENT mode users can carry out rigid body,
tls, restrained or unrestrained refinement against Xray data, or idealisation of a
macromolecular structure. Also in REFINEMENT mode, Refmac produces an MTZ output
file containing weighted coefficients for SigmaA weighted mFo-DFcalc and 2mFo-DFcalc
maps. The program is supported by CCP4.

Resource Type: data analysis software, data processing software, software application,
sequence analysis software, software resource

Keywords: molecular refinement, data analysis software, sequence analysis software

Resource Name: Refmac

Resource ID: SCR_014225

Record Creation Time: 20220129T080319+0000

Record Last Update: 20260810T040622+0000

Ratings and Alerts

No rating or validation information has been found for Refmac.

No alerts have been found for Refmac.

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_014225/resolver
http://www.ccp4.ac.uk/html/refmac5/description.html


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 2011 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Luk CYM, et al. (2026) Csep1P protein from Campylobacter concisus induces a
chemokine-dominant inflammatory state in macrophages and enhances proinflammatory
response to gut bacteria. PLoS pathogens, 22(2), e1013951.

Desveaux JM, et al. (2026) Neutralizing human monoclonal antibodies that target the PcrV
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Diagnostics. ACS nano, 20(7), 5928.
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Centers protein with the iron-sulfur cluster assembly SUF system. Protein science : a
publication of the Protein Society, 35(1), e70406.
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