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RandomForest Package in R

RRID:SCR_015718
Type: Tool

Proper Citation

RandomForest Package in R (RRID:SCR_015718)

Resource Information

URL.: https://cran.r-project.org/web/packages/randomForest/

Proper Citation: RandomForest Package in R (RRID:SCR_015718)

Description: Software package for classification and regression based on a forest of trees
using random inputs.

Synonyms: randomForest: Breiman and Cutler's Random Forests for Classification and
Regression

Resource Type: software application, software resource

Defining Citation: PMID:14632445

Keywords: classification, cluster, regression, random input, gsar model
Availability: Free, Available for download

Resource Name: RandomForest Package in R

Resource ID: SCR_015718

Alternate URLs: https://CRAN.R-project.org/package=randomForest,
https://lwww.stat.berkeley.edu/~breiman/RandomForests/

License: GPL 2, GPL 3
License URLs: http://www.gnu.org/licenses/gpl.txt
Record Creation Time: 20220129T080327+0000

Record Last Update: 20260815T042728+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_015718/resolver
https://cran.r-project.org/web/packages/randomForest/
https://pubmed.ncbi.nlm.nih.gov/14632445

No rating or validation information has been found for RandomForest Package in R.

No alerts have been found for RandomForest Package in R.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 203 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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