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STARANISO (RRID:SCR_018362)

Resource Information

URL: http://staraniso.globalphasing.org/cgi-bin/staraniso.cgi

Proper Citation: STARANISO (RRID:SCR_018362)

Description: Web server for anisotropy of diffraction limit and Bayesian estimation of
structure amplitudes by Global Phasing Limited. Server uses DEBYE and STARANISO
software to perform anisotropic cut off of merged intensity data, to perform Bayesian
estimation of structure amplitudes and to apply anisotropic correction to data.

Synonyms: The STARANISO Server, STARANISO Server, STARANISO server

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

Keywords: Anisotropy, diffraction limit, Bayesian estimation, structure amplitude, Global
Phasing Limited, anisotropic cut off, data, anisotropic correction data

Funding: Global Phasing Consortium

Availability: Free, Freely available

Resource Name: STARANISO

Resource ID: SCR_018362

License URLs: http://staraniso.globalphasing.org/staraniso_conditions.html

Record Creation Time: 20220129T080339+0000

Record Last Update: 20260814T043012+0000

Ratings and Alerts

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_018362/resolver
http://staraniso.globalphasing.org/cgi-bin/staraniso.cgi


No rating or validation information has been found for STARANISO.

No alerts have been found for STARANISO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 78 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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106358.
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301(10), 110691.
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Esler MA, et al. (2025) Structural basis for varying drug resistance of SARS-CoV-2 Mpro
E166 variants. mBio, 16(7), e0262424.

Velcicky J, et al. (2025) Discovery of selective low molecular weight interleukin-36
receptor antagonists by encoded library technologies. Nature communications, 16(1),
1669.
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the active site region. Nature communications, 15(1), 4359.
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inhibitors of BamA. Nature communications, 15(1), 8718.

Stoll GA, et al. (2024) Crystal structure and biochemical activity of the macrodomain from
rubella virus p150. Journal of virology, 98(2), e0177723.
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the egg coat. Cell, 187(6), 1440.
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synchrotron diffraction experiments. Journal of synchrotron radiation, 30(Pt 4), 723.


