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Proper Citation

UltraScan (RRID:SCR_018126)

Resource Information

URL: http://ultrascan.aucsolutions.com/

Proper Citation: UltraScan (RRID:SCR_018126)

Description: Software package for hydrodynamic data from analytical ultracentrifugation
experiments. Features integrated data editing and analysis environment with portable
graphical user interface. Provides resolution for sedimentation velocity experiments using
high-performance computing modules for 2-dimensional spectrum analysis, genetic
algorithm, and for Monte Carlo analysis.

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

Keywords: Hydrodynamic data, analytical ultracentrifugation experiment, data editing,
analysis, sedimentation velocity experiment, spectrum analysis, genetic algorithm, Monte
Carlo analysis

Funding: NSF DBI 9724273;
NSF DBI 9974819;
NSF ANI 228927;
NSF TG-MCB 060019T;
NSF TG-MCB 070038;
NSF TG-MCB 070039;
NSF TG-MCB 070040;
NSF OCI 1032742;
NSF ACI 1339649;
NCRR RR022200;
NCRR RR 022200 03S1;
NIGMS GM120600;
San Antonio Life Science Institute ;
Howard Hughes Medical Institute ;
Robert J. Kleberg Jr. and Helen C. Kleberg Foundation

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_018126/resolver
http://ultrascan.aucsolutions.com/


Availability: Free, Available for download, Freely available

Resource Name: UltraScan

Resource ID: SCR_018126

License: GNU Lesser General Public License version 3

Record Creation Time: 20220129T080338+0000

Record Last Update: 20260729T044441+0000

Ratings and Alerts

No rating or validation information has been found for UltraScan.

No alerts have been found for UltraScan.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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