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PRACTICE ACTIVITIES

Software - Bioconductor Project

affxparser A package for parsing output files from Affymetrix microarrays using the Affymetrix
Fusion SDK.

bnbc A package to normalize and remove unwanted variation in Hi-C data.

bsseq A package for analyzing whole-genome bisulfite sequencing data.

bumphunter A package implementing a general backend for the bumphunter approach.

cqn A package for normalizing RNA-seq data using the CQN algorithm.

Genominator A package implementing a SQLite based backend for genomic data, including se-
quencing and microarrays.
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illuminaio A package for parsing output for Illumina microarrays. This package is not yet in Bio-
conductor release.

minfi A package for analysing Illumina’s 450k DNA methylation microarray.

mpra A package to analysis massively parallel reporter assays (MPRA).

Rgraphviz A package for visualizing graphs using the Graphviz toolkit.

yamss A package for analyzing MS-based metabolomics experiments.

Software - Other

Myrna Myrna is a cloud computing tool for calculating differential gene expression in large RNA-
seq datasets. Myrna uses Bowtie for short read alignment and R/Bioconductor for interval
calculations, normalization, and statistical testing. These tools are combined in an automatic,
parallel pipeline that runs in the cloud (Elastic MapReduce in this case) on a local Hadoop
cluster, or on a single computer, exploiting multiple computers and CPUs wherever possible.
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