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C 0O @ REENTVEWEE | bioconductor.org

Bioconductor

OPEN SOURCE SOFTWARE FOR BIOINFORMATICS

About
Bioconductor

Bioconductor provides tools for the
analysis and comprehension of high-
throughput genomic data.
Bioconductor uses the R statistical
programming language, and is open
source and open development. It
has two releases each year, and an
active user community. Bioconductor
is also available as an AMI (Amazon
Machine Image) and a series of
Docker images.

News

Bioconductor 3.8 is available.

Core team job opportunities for
scientific programmer / analyst and
senior programmer / analyst!
Bioconductor F1000 Research Channel
available.

Orchestrating high-throughput gencmic
analysis with Bioconductor (abstract) and
other recent literature.

Install

Install »

= Discover 1649 software packages

available in Bioconductor release 3.8.

Get started with Bioconductor

Install Bioconductor
Get support

Latest newsletter
Follow us on twitter
Install R

Use »

Create bioinformatic solutions with
Bioconductor

= Software, Annotation, and Experiment

packages

Amazon Machine Image
Latest release annoucement
Community Slack sign-up
Support site

Developers

About

Bioconductor

-
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R The Comprehensive R Archive

c o

CRAN
Mirrors

Task Views
Search

About R
R Homepage
The R Journal

Software

R Sources
R Binaries
Packages
Other

Documentation
Manuals

FAQs
Contributed

X

-+

@ https://cran.r-project.org =g

The Comprehensive R Archive Network

Download and Install R

Precompiled binary distributions of the base system and contributed
packages, Windows and Mac users most likely want one of these versions
of R:

* Download R for Linux
* Download R for (Mac) 0S X
* Download R for Windows

R is part of many Linux distributions, you should check with your Linux
package management system in addition to the link above.

Source Code for all Platforms

Windows and Mac users most likely want to download the precompiled
binaries listed in the upper box, not the source code. The sources have to
be compiled before you can use them. If you do not know what this
means, you probably do not want to do it!

* The latest release (2018-12-20, Eggshell Igloo) R-3.5.2.tar.gz, read
what's new in the latest version.

* Sources of R alpha and beta releases (daily snapshots, created only in
time periods before a planned release).

* Daily snapshots of current patched and development versions are

available here Plaase read ahnnut new featiires and hin fives hafore
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Bioconductor

1,649

!I Bioconductor - Home x +

C Y ©® FESNTVELWEE | bioconductor.org

Bioconductor

OPEN 50URCE SOFTWARE FOR BICINFORMATICS

About
Bioconductor

Bioconductor provides tools for the
analysis and comprehension of high-
throughput genomic data.
Bioconductor uses the R statistical
pregramming language, and is open
source and open development. It
has two releases each year, and an
active user community. Bioconductor
is also available as an AMI {Amazon
Machine Image) and a series of
Doclker images.

News

Bioconductor 3.5 is available.

Core team job opportunities for
scientific programmer / analyst and
senior programmer / analyst!
Bioconductor F1000 Research Channel
available.

QOrchestrating high-throughput genomic
analysis with Bioconductor (abstract) and
other recent literature.

Home Install Help

Install = '

« Discover 1649 software packages
available in Bioconductor release 3.8.

Get started with Bioconductor
= Install Bioconductor

= Get support

= Latest newsletter

= Follow us on twitter
= Install B

Use =

Create bicinformatic solutions with
Bioconductor

= Software, Annotation, and Expenment

packages
= Amaron Machine Image
= Latest release annoucement
« Community Slack sign-up
« Support site

Developers About

Learn =
Master Bioconductor tools

= Courses

» Support site

» Package vignettes

» Literature citations

» Common work flows
= FAOD)

= Community resources
« Videos

Develop =
Contribute to Bicconductor

= Developer resources

= Use Bioc ‘devel’

« ‘Devel’ packages

« Package guidelines

= Mew package submission
= Git source control

« Build reports

T
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& C 0 O FESNWTELERE | bioconductor.org/packages/release/BiocViews.html#__ Software +r a

T

L N

Bi O CO n d U C to r Install Help Developers About

OPEN 50URCE SOFTWARE FOR BICINFORMATICS

Home » BiocViews

All Packages

Bioconductor version 3.8 (Release) Packages found under Software:
Autocomplete biocViews search: Rank based on number of downloads: lower numbers are more frequently downloaded.
| Show | All ¥ | entries Search table: .

Package Maintainer Title Rank *

7 Software (1649)
[ (Bl in {6561 .
;533:_ emain {_ ) Bioconductor Install/Update Bi duct
I~ BiologicalQuestion (668) BiocInstaller Package nstallypdale oioconductor, 1
i Seealetalel s CRAN, and github Packages
- Infrastructure (360) Maintainer
- ResearchField (728) Bioconductor . .
i StatisticalMethod (572) BiocGenerics Package g;g;x;;;?rmctmns for -
- Technology (1049) Maintainer
- WorkflowStep (8584) Bioconductor . .
' IRanges Package Infrastructure for manipulating 2
I~ AnnotationData (941) S Maintainer intervals en sequences
- ExperimentData (360)
- Waorkflow {23) ) Slsiiiiis Biobase: Base functions for
Biobase Package . 4
S Bioconductor
Maintainer
Savectors s;iic;ndeuctnr 54 implementation of vector-like 5
== ¢ ELEOTS Hag and list-like objects h
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6-16

u Bioconductor - BiocViews

x 4+

« C Y A BESNELES

AnnotationDbi

GenomicRanges

limma

XVector

BiocParallel

GenomelnfoDb

Biostrin

[la]
th

SummarizedExperiment

DelayedArray

annotate

| bioconductor.org/packages/release/BiocViews.html#__ Software

[N L e SR

Package
Maintainer

Bioconductar
Package
Maintainer

Bioconductar
Package
Maintainer

Gordon Smyth
Hervé Pagés

Bioconductar
Package
Maintainer

Bioconductar
Package
Maintainer

H. Pagés

Bioconductar
Package
Maintainer

Hervé Pagés

Bioconductar
Package
Maintainer

Bincandnctor

Annotation Database Interface

An R packaged zlib-1.2.5

Representation and manipulation
of genomic intervals and variables
defined along a genome

Linear Models for Microarray Data
Representation and manipulation
of external sequences

Bioconductor facilities for parallel
evaluation

Utilities for manipulating

chromosome and other 'segname’
identifiers

Efficient manipulaticn of biclogical
strings

SummarizedExperiment container

Delayed cperations on array-like
objects

Annotation for microarrays

nanafiltar: mathnde far filtarinn

o« ~gro

10

11

12

13

14

15

16
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u Bioconductor - BiocViews x
< & ﬂ' A FESNTVELESE | bioconductor.org/packages/release/BiocViews.html#__ Software @ e
[SlIWiSuRLuLs A )
AnnotationDbi Package Annotation Database Interface [
Maintainer
Bioconductor
zZlibbioc Package An R packaged zlib-1.2.5 7
Maintainer
Bioconductor Representation and manipulation
GenomicRanges Package of genomic intervals and variables 8
Maintainer defined along a genome
limma Gordon Smyth Linear Models for Microarray Data 9
YVector Hervé Pagés Representation and manipulation 10
- of external sequences
Bioconductor ] I
BiocParallel Package Blocond_uctor facilities for parallel 11
E— s evaluation
Maintainer
Bioconductor Utilities for manipulating
GenomelnfoDb Package chromosome and other 'segname’ 12
Maintainer identifiers
Biostrings H. Pagés Efﬂment manipulaticn of biclogical 13
- strings
Bioconductor
SummarizedExperiment Package SummarizedExperiment con r 14
Maintainer
DelayedArray Hervé Pagés De_layed operations on array-like is
I — objects
Bioconductor
annotate Package Annotation for microarrays 16
Maintainer

Bincandnctor

nanafiltar: mathnde far filtarinn

d
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