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pLogo

RRID:SCR_018185
Type: Tool

Proper Citation

pLogo (RRID:SCR_018185)

Resource Information

URL.: https://plogo.uconn.edu/

Proper Citation: pLogo (RRID:SCR_018185)

Description: Web tool as probabilistic approach to visualizing protein or nucleic acid
sequence motifs. Used for motif visualization in which residue heights are scaled relative to
their statistical significance. Supports real time conditional probability calculations and
visualizations.

Synonyms: probability logo
Resource Type: software resource, service resource, data access protocol, web service

Defining Citation: PMID:24097270

Keywords: Visualizing protein motif, visualizing nucleic acid motif, sequence motif,
conditional probability calculation, probability,

Funding: University of Connecticut Research Foundation ;
US Department of Energy

Availability: Restricted

Resource Name: pLogo

Resource ID: SCR_018185

Record Creation Time: 20220129T080339+0000

Record Last Update: 20250501T081438+0000



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_018185/resolver
https://plogo.uconn.edu/
https://pubmed.ncbi.nlm.nih.gov/24097270

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

No alerts have been found for pLogo.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 36 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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