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Proper Citation

SCÅTTER (RRID:SCR_017271)

Resource Information

URL: http://www.bioisis.net

Proper Citation: SCÅTTER (RRID:SCR_017271)

Description: Software JAVA based application for basic analysis of Small Angle X-ray
Scattering datasets.

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

Keywords: analysis, data, dataset, small, angle, X ray, scattering, SAXS, BIOISIS

Funding: Department of Energy Office of Science Integrated Diffraction Analysis
Technologies ;
National Cancer Institute Structural Cell Biology of DNA Repair Machines ;
National Institute of General Medical Sciences project MINOS

Availability: Restricted

Resource Name: SCÅTTER

Resource ID: SCR_017271

Alternate URLs: https://bl1231.als.lbl.gov/scatter/

Record Creation Time: 20220129T080334+0000

Record Last Update: 20260729T044432+0000

Ratings and Alerts

No rating or validation information has been found for SCÅTTER.

No alerts have been found for SCÅTTER.

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_017271/resolver
http://www.bioisis.net


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 84 mentions in open access literature.

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