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Type: Tool

Proper Citation

MacCHESS (RRID:SCR_001443)

Resource Information

URL: http://www.macchess.cornell.edu/

Proper Citation: MacCHESS (RRID:SCR_001443)

Description: MacCHESS Synchrotron Source for Structural Biology advances structural
characterization of proteins and biomolecules critical for understanding key biological
processes and properties through leveraging both established and emerging X-ray
synchrotron technologies. Used to collect data that comprises all or part of research
programs.

Abbreviations: MacCHESS
Synonyms: MacCHESS Synchrotron Source for Structural Biology
Resource Type: access service resource, service resource

Keywords: structure, macromolecule, crystallography, beamine, x-ray, bending magnet,
unit-cell diffraction, ultra-high-resolution diffraction, dispersion phasing, drug design,
structural genomics, microdiffraction, cryo-cooling, high pressure cooling, diffraction,
software, synchrotron, cryo-crystallography, small-angle x-ray solution scattering,
microcrystallography, structural biology, structural biology technology center

Funding: NIGMS GM103485

Availability: Free, Freely Available

Resource Name: MacCHESS

Resource ID: SCR_001443

Alternate IDs: nlx_152668

Record Creation Time: 20220129T080207+0000

Record Last Update: 20260727T040259+0000



https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_001443/resolver
http://www.macchess.cornell.edu/

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

No alerts have been found for MacCHESS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 9 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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suggests a mechanism for sequence-specific DNA-binding by lateral interdigitation.
Nucleic acids research, 48(20), 11721.

Hashimoto H, et al. (2020) Structural Basis of Protein Arginine Methyltransferase
Activation by a Catalytically Dead Homolog (Prozyme). Journal of molecular biology,
432(2), 410.
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Bioorganic & medicinal chemistry, 24(8), 1819.
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