








Figure 2: The biocExplore function opens an interactive web application that
allows users to select focused groups of Bioconductor packages to view as a
bubble plot. Bubbles are sized based on download statistics. Hovering over
a bubble will give download number while clicking on a bubble will pop up a
package details page, including a link to the package landing page.
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Table 1: Main package functions and descriptions.
Name Functionality
biocPkgList Package details including description,

author and maintainer, dependencies,
URLs, bug report mechanism

biocDownloadStats Monthly download statistics for all pack-
ages

biocbuildReport Bioconductor build report for all packages
and systems

biocExplore Interactive, browsable “bubble plot” of
Bioconductor packages and details

problemPage Interactive, customized build report for
an individual package author

buildPkgDependencyDataFrame Package dependencies as data frame
buildPkgDependencyIgraph Package dependencies as a graph [2]
inducedSubgraphByPkgs Create a minimal subgraph of Bioconduc-

tor dependencies based on specific pack-
ages

subgraphByDegree Create a subgraph of all packages within
a given degree of a single package

displays packages within one degree of dependency relationship of the GEOquery
package.

Discussion

The BiocPkgTools package comprises a set of functions for accessing software
metadata from the growing collection of Bioconductor packages. For software
developers, this metadata can be useful for tracking package build status and
the health of package dependencies. Easy access to descriptive package meta-
data for all Bioconductor software resources can empower researchers or users
interested in text mining, custom package search, or analysis of the existing
software ecosystem. BiocPkgTools can provide easy access to metrics of Bio-
conductor sofware usage that are increasingly being incorporated into funding
and promotion decisions.

Implementation

BiocPkgTools is implemented as a standard R package and hosted in the Bio-
conductor repository. All functions are documented and include examples. An
included tutorial (vignette) demonstrates features and capabilities.
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Figure 3: The subgraphByDegree function builds a data visualization of depen-
dencies between all packages within one degree of the GEOquery package using
the visNetwork package [1]. Links are colored based on type (Suggests [light
blue], Depends [green], and Imports [red]) and arrows point to the “dependent”
package.
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Data availability

analyses are included All data accessed and used by the BiocPkgTools package
are publicly available and are updated regularly at the Bioconductor project.

Software availability

This section will be generated by the Editorial Office before publication. Au-
thors are asked to provide some initial information to assist the Editorial Office,
as detailed below.

• Software URL: https://bioconductorg.org/packages/BiocPkgTools

• Version Control URL: https://github.com/seandavi/BiocPkgTools

• Software package DOI: doi:10.18129/B9.bioc.BiocPkgTools

• Software License: MIT License
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