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Proper Citation

FoXS (RRID:SCR_017269)

Resource Information

URL: https://modbase.compbio.ucsf.edu/foxs/

Proper Citation: FoXS (RRID:SCR_017269)

Description: Web server for computing theoretical scattering profile of structure and fitting
of experimental profile. Computes SAXS profile of given atomistic model and fits it to
experimental profile. Used for structural modeling applications with small angle X-ray
scattering data.

Synonyms: Fast X-Ray Scattering

Resource Type: production service resource, web service, analysis service resource,
data access protocol, service resource, software resource

Defining Citation: PMID:23972848, PMID:27151198

Keywords: computing, theoretical, scattering, profile, structure, fitting, small, angle, X ray,
data

Funding: Weizmann Institute Advancing Women in Science ;
NIGMS R01 GM083960;
NCRR U54 RR022220;
NIGMS R01 GM105404;
Rinat (Pfizer) Inc. ;
Lawrence Berkeley National Lab IDAT program ;
NIGMS P41 GM109824

Availability: Free, Available for download, Freely available

Resource Name: FoXS

Resource ID: SCR_017269

Record Creation Time: 20220129T080334+0000

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_017269/resolver
https://modbase.compbio.ucsf.edu/foxs/
https://pubmed.ncbi.nlm.nih.gov/23972848
https://pubmed.ncbi.nlm.nih.gov/27151198


Record Last Update: 20260804T043634+0000

Ratings and Alerts

No rating or validation information has been found for FoXS.

No alerts have been found for FoXS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.

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