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WEBLOGO

RRID:SCR_010236
Type: Tool

Proper Citation

WEBLOGO (RRID:SCR_010236)

Resource Information

URL: http://weblogo.berkeley.edu

Proper Citation: WEBLOGO (RRID:SCR_010236)

Description: Web application to generate sequence logos, graphical representations of
patterns within multiple sequence alignment. Designed to make generation of sequence
logos easy. Sequence logo generator.

Synonyms: WebLogo Version 2.8.2, WebLogo3, WebLogo
Resource Type: data access protocol, service resource, software resource, web service

Defining Citation: PMID:15173120

Keywords: Generate sequence logo, pattern graphical representation, multiple sequence
alignment, sequence logo generator, amino acid sequence alignment, nucleic acid
sequence alignment, sequence alignment representation, bio.tools

Funding: NHGRI K22 HG00056;
NIGMS P50 GM62412;
Searle Scholars program

Availability: Free, Available for download, Freely available

Resource Name: WEBLOGO

Resource ID: SCR_010236

Alternate IDs: nlx_156853, biotools:weblogo 3

Alternate URLSs: http://weblogo.threeplusone.com/, https://bio.tools/weblogo_3

License: MIT Open Source License



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_010236/resolver
http://weblogo.berkeley.edu
https://pubmed.ncbi.nlm.nih.gov/15173120

Record Creation Time: 20220129T080257+0000

Record Last Update: 20260821T193920+0000

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

No alerts have been found for WEBLOGO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 3980 mentions in open access literature.

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