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RColorBrewer

RRID:SCR_016697
Type: Tool

Proper Citation

RColorBrewer (RRID:SCR_016697)

Resource Information

URL.: https://cran.r-project.org/web/packages/RColorBrewer/index.html

Proper Citation: RColorBrewer (RRID:SCR_016697)

Description: Software tool to provide color schemes for maps and other graphics. R
package to create colorful graphs with pre-made color palettes that visualize data.

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

Keywords: color, palette, scheme, map, graph, visualize, data

Funding:

Availability: Free, Available for download, Freely available

Resource Name: RColorBrewer

Resource ID: SCR_016697

Alternate URLSs: http://colorbrewer2.org/#type=sequential&scheme=BuGn&n=3
License: Apache licence 2.0

Record Creation Time: 20220129T080331+0000

Record Last Update: 20250424T065449+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_016697/resolver
https://cran.r-project.org/web/packages/RColorBrewer/index.html

No rating or validation information has been found for RColorBrewer.

No alerts have been found for RColorBrewer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 66 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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annotated binding sites. STAR protocols, 5(2), 103040.
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measurement, 45(5).
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endocrine disruptor-induced epimutagenesis. eLife, 13.
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Alvarez-Prado AF, et al. (2023) Immunogenomic analysis of human brain metastases
reveals diverse immune landscapes across genetically distinct tumors. Cell reports.
Medicine, 4(1), 100900.

Lin YL, et al. (2023) Induced regeneration of articular cartilage - identification of a dormant
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