Resource Summary Report

Generated by dkNET on May 8, 2025

readxl|

RRID:SCR_018083
Type: Tool

Proper Citation

readxl (RRID:SCR_018083)

Resource Information

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

Proper Citation: readxl (RRID:SCR_018083)

Description: Software R package to import excel files into R. Has no external dependencies
for easy installment and use on all operating systems. Designed to work with tabular data.

Synonyms: Read Excel Files into R

Resource Type: software application, data processing software, software resource
Keywords: Import excel files, tabular data, data processing, excel file into R
Funding:

Availability: Free, Available for download, Freely available

Resource Name: readxl

Resource ID: SCR_018083

Alternate URLSs: https://readxl.tidyverse.org/, https://github.com/tidyverse/readxl
License: GNU GPL

Record Creation Time: 20220129T080338+0000

Record Last Update: 20250508T065817+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_018083/resolver
https://cran.r-project.org/web/packages/readxl/index.html

No rating or validation information has been found for readxl.

No alerts have been found for readxl.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Okoh OS, et al. (2022) Epidemiology and genetic diversity of SARS-CoV-2 lineages
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