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Proper Citation

ICM Browser (RRID:SCR_014878)

Resource Information

URL: http://www.molsoft.com/icm_browser.html

Proper Citation: ICM Browser (RRID:SCR_014878)

Description: Molecular graphics environment which provides biologists and chemists with
representations of proteins, DNA, RNA, and multiple sequence alignments. Users can
build, annotate, and edit interactive views and slides of molecules. Users can also
superimpose protein structures, search PDB, measure distanaces and angles, and view
and make high resolution images of alignments.

Synonyms: ICM-Browser

Resource Type: software resource

Keywords: drug design, molecular graphics design, protein, protein structure, multiple
sequence alignments

Availability: Free, Available for download

Resource Name: ICM Browser

Resource ID: SCR_014878

License URLs: http://www.molsoft.com/terms-of-use.html

Record Creation Time: 20220129T080322+0000

Record Last Update: 20260725T190809+0000

Ratings and Alerts

No rating or validation information has been found for ICM Browser.

No alerts have been found for ICM Browser.

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_014878/resolver
http://www.molsoft.com/icm_browser.html


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 21 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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inhibitors of African swine fever virus. PloS one, 14(8), e0221175.
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sciences, 20(7).
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Zou B, et al. (2018) Prediction of sensitivity to gefitinib/erlotinib for EGFR mutations in
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analysis. BMC bioinformatics, 19(1), 88.

Zou B, et al. (2017) Deciphering mechanisms of acquired T790M mutation after EGFR
inhibitors for NSCLC by computational simulations. Scientific reports, 7(1), 6595.
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