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Proper Citation

ATSAS (RRID:SCR_015648)

Resource Information

URL: https://www.embl-hamburg.de/biosaxs/software.html

Proper Citation: ATSAS (RRID:SCR_015648)

Description: Software toolkit for small-angle scattering data analysis from biological
macromolecules.

Synonyms: Data Analysis Software ATSAS

Resource Type: software application, software toolkit, software resource, data processing
software

Defining Citation: PMID:28808438

Keywords: macromolecule, small-angle scattering, ab initio method, rigid body modeling,
pbd oriented tool, mixture, flexible system

Resource Name: ATSAS

Resource ID: SCR_015648

Record Creation Time: 20220129T080326+0000

Record Last Update: 20260729T044358+0000

Ratings and Alerts

No rating or validation information has been found for ATSAS.

No alerts have been found for ATSAS.

Data and Source Information

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_015648/resolver
https://www.embl-hamburg.de/biosaxs/software.html
https://pubmed.ncbi.nlm.nih.gov/28808438


Source: SciCrunch Registry

Usage and Citation Metrics

We found 1326 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Jiang X, et al. (2025) RNA Binding Sensitivity of Nonstructural Protein 8 Revealed by
Small-Angle Neutron Scattering and Alphafold2 Prediction. ACS nano, 19(42), 36876.
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