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Proper Citation

autoPROC (RRID:SCR_015748)

Resource Information

URL.: https://www.globalphasing.com/autoproc/

Proper Citation: autoPROC (RRID:SCR_015748)

Description: Data processing software for X-ray diffraction data. autoPROC is a set of
tools and programs to automate steps involved in data processing, such as image
analysis, integration, indexing, and determination.

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

Defining Citation: PMID:21460447

Keywords: xray, diffraction, data processing, crystallography
Funding: European Commission LSHG-CT-2003-503420
Availability: Free for academic use, Available for download
Resource Name: autoPROC

Resource ID: SCR_015748

Record Creation Time: 20220129T080327+0000

Record Last Update: 20260812T044311+0000

Ratings and Alerts
No rating or validation information has been found for autoPROC.

No alerts have been found for autoPROC.

Data and Source Information
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Source: SciCrunch Registry

Usage and Citation Metrics
We found 330 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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