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Proper Citation

iMosflm (RRID:SCR_014217)

Resource Information

URL: http://www.mrc-lmb.cam.ac.uk/harry/imosflm/ver721/introduction.html

Proper Citation: iMosflm (RRID:SCR_014217)

Description: Software which processes diffraction data/images and produces an MTZ file of 
reflection indices with their intensities, standard deviations, and other parameters. The MTZ 
file is passed onto other programs of the CCP4 program suite for further data reduction. 
iMosflm processes data from CCD and pixel detectors. It is available for Windows, Mac OSX 
and Linux platforms. Tutorials are available at the website.

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

Keywords: image processing software, diffraction image, mtz file

Funding:

Resource Name: iMosflm

Resource ID: SCR_014217

Record Creation Time: 20220129T080319+0000

Record Last Update: 20250416T063700+0000

Ratings and Alerts

No rating or validation information has been found for iMosflm .

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_014217/resolver
http://www.mrc-lmb.cam.ac.uk/harry/imosflm/ver721/introduction.html


No alerts have been found for iMosflm .

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 316 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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preprint server for biology.
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regulates the stress kinase p38?. Nature communications, 14(1), 7920.
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Generated with a Single Selenium Atom. International journal of molecular sciences, 24(21).
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biological chemistry, 300(1), 105493.
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chemistry, 299(5), 104630.
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4(3H)-one. Journal of enzyme inhibition and medicinal chemistry, 38(1), 398.


