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Proper Citation

DoG picker (RRID:SCR_016655)

Resource Information

URL.: https://omictools.com/dog-picker-tool

Proper Citation: DoG picker (RRID:SCR_016655)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on July
18,2023. Software tool for general particle picking in the single-particle processing of
unknown macromolecules. Reference free particle picker with ability to sort particles based
on size or it can be used to bootstrap the creation of templates or training datasets for other
particle pickers. Used to facilitate particle selection in single particle electron microscopy.

Abbreviations: DoG picker

Synonyms: Difference of Gaussians (DoG) picker, Difference of Gaussians Picker,
Difference of Gaussians picker

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

Defining Citation: PMID:19374019

Keywords: general, single, particle, picking, macromolecule, size, selection, electron,
microscopy, image, transform

Funding: NCRR RR23093;
NCRR RR17573

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: DoG picker
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Ratings and Alerts
No rating or validation information has been found for DoG picker.

No alerts have been found for DoG picker.

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 FDI Lab - SciCrunch.org.
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