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Proper Citation

glmnet (RRID:SCR_015505)

Resource Information

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

Proper Citation: glmnet (RRID:SCR_015505)

Description: Procedures for fitting the entire lasso or elastic-net regularization path for
linear regression, logistic and multinomial regression models, Poisson regression and the
Cox model. The algorithm uses cyclical coordinate descent in a path-wise fashion.

Synonyms: Lasso and Elastic-Net Regularized Generalized Linear Models

Resource Type: software toolkit, software resource

Keywords: data regression, cyclical coordinate descent, linear model

Availability: Free, Available for download

Resource Name: glmnet

Resource ID: SCR_015505

Alternate URLs: https://www.jstatsoft.org/article/view/v033i01

License: GNU GENERAL PUBLIC LICENSE Version 2

Record Creation Time: 20220129T080326+0000

Record Last Update: 20260729T044354+0000

Ratings and Alerts

No rating or validation information has been found for glmnet.

No alerts have been found for glmnet.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_015505/resolver
https://cran.r-project.org/web/packages/glmnet/index.html


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 464 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Carneiro-Nascimento S, et al. (2025) Intravital calcium imaging of meningeal
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hyperexcitability. bioRxiv : the preprint server for biology.
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clinical outcomes of triple-negative breast cancer and assisting in individualized therapy.
Scientific reports, 15(1), 37774.
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breast cancer based on unfolded protein response-related genes. Discover oncology,
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