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Proper Citation

XDS Program Package (RRID:SCR_015652)

Resource Information

URL: http://xds.mpimf-heidelberg.mpg.de/

Proper Citation: XDS Program Package (RRID:SCR_015652)

Description: Software for x-ray detection and processing single-crystal monochromatic 
diffraction data recorded by the rotation method. XDS can process data images from CCD-, 
imaging-plate-, multiwire-, and pixel-detectors in a variety of formats.

Abbreviations: XDS

Synonyms: XDS, XDS Package

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

Keywords: x-ray detection, monochromatic diffraction, single-crystal, image processing, 
multi-segment detector, nfs environment

Funding:

Availability: Free, Available for download, License required for commercial use, Runs on 
Linux, Runs on Mac OS

Resource Name: XDS Program Package

Resource ID: SCR_015652

Alternate URLs: https://strucbio.biologie.uni-konstanz.de/xdswiki/index.php/Xds

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_015652/resolver
http://xds.mpimf-heidelberg.mpg.de/


Record Creation Time: 20220129T080326+0000

Record Last Update: 20250401T061214+0000

Ratings and Alerts

No rating or validation information has been found for XDS Program Package.

No alerts have been found for XDS Program Package.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 322 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Antigen polysaccharide. Open biology, 15(1), 240310.
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43(6), 114259.
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reveals a mechanism to escape pre-existing CD4+ T cell immunity. Cell reports, 42(8), 
112827.
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antibodies against the Plasmodium falciparum circumsporozoite protein. Cell reports, 42(11), 
113330.
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import pathway in an Nramp transporter. eLife, 12.

Healy MD, et al. (2023) Structure of the endosomal Commander complex linked to Ritscher-
Schinzel syndrome. Cell, 186(10), 2219.

Motouchi S, et al. (2023) Identification of enzymatic functions of osmo-regulated periplasmic 
glucan biosynthesis proteins from Escherichia coli reveals a novel glycoside hydrolase 
family. Communications biology, 6(1), 961.

Hara M, et al. (2023) Centromere/kinetochore is assembled through CENP-C 
oligomerization. Molecular cell, 83(13), 2188.

Racle J, et al. (2023) Machine learning predictions of MHC-II specificities reveal alternative 
binding mode of class II epitopes. Immunity, 56(6), 1359.
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(London, England : 1993), 31(12), 1504.
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cardiomyopathy. Cell reports, 42(12), 113490.
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and nicotine reveal a common mode of binding. Structure (London, England : 1993), 31(1), 
20.
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30(7), 934.

Bolgi O, et al. (2022) Dipeptidyl peptidase 9 triggers BRCA2 degradation and promotes DNA 
damage repair. EMBO reports, 23(10), e54136.


