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Proper Citation

dplyr (RRID:SCR_016708)

Resource Information

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

Proper Citation: dplyr (RRID:SCR_016708)

Description: Software tool for working with data frame like objects, both in memory and out
of memory. It is a grammar of data manipulation, providing a consistent set of verbs that help
you solve the most common data manipulation challenges: mutate, select, filer, summerise,
arrange.

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

Keywords: data, frame, object, in and of memory, grammar, manipulation, set, verb, mutate,
select, filter, summerise, arrange

Funding:

Availability: Open Source, Available for download

Resource Name: dplyr

Resource ID: SCR_016708

Alternate URLSs: https://github.com/tidyverse/dplyr, https://dplyr.tidyverse.org/
License: MIT

Record Creation Time: 20220129T080332+0000

Record Last Update: 20250423T060930+0000
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https://dknet.org/data/record/nlx_144509-1/SCR_016708/resolver
https://cran.r-project.org/web/packages/dplyr/index.html

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

No alerts have been found for dplyr.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 140 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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5(1), 102835.
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