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Proper Citation

Sparky (RRID:SCR_014228)

Resource Information

URL: https://www.cgl.ucsf.edu/home/sparky/

Proper Citation: Sparky (RRID:SCR_014228)

Description: A graphical NMR assignment and integration program for proteins, nucleic
acids, and other polymers. Sparky displays NMR spectra, the peaks of which users may
pick, assign, and integrate using a graphical interface. Users can work with any number of
2, 3 or 4 dimensional spectra simultaneously. Spectra for input to Sparky can be produced
with processing programs NMRPipe, Felix, VNMR, XWinNMR or UXNMR. Output consists
of text peak lists showing assignments, chemical shifts, volumes, line widths, etc.

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

Keywords: graphical nmr, protein integration, nucleic acid integration

Availability: Free, Acknowledgement requested

Resource Name: Sparky

Resource ID: SCR_014228

License: The software is provided as is, without warranty of any kind, express or implied,
including but not limited to the warranties of merchandise, fitness for a particular purpose
and noninfringent. In no event shall the authors or copyright holders be liable for any
claim, damages or other liability, whether in an action of contract, tort or otherwise, arising
from, out of or in connection with the software or the use or other dealings in the software.

Record Creation Time: 20220129T080319+0000

Record Last Update: 20260728T043435+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_014228/resolver
https://www.cgl.ucsf.edu/home/sparky/


No rating or validation information has been found for Sparky .

No alerts have been found for Sparky .

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 479 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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110871.
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