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Want to contribute? 

New to Galaxy: Methylation toolkit
- Minfi: Tools for analyzing and visualizing Illumina's 450k array data
- ELMER: Inferring Regulatory Element Landscapes and Transcription 

Factor Networks using Cancer Methylomes
- PileOMeth: A (mostly) universal methylation extractor for BS-seq 

experiments
- Bismark: map bisulfite converted sequence reads and determine 

cytosine methylation states

New tools allow access to TCGA data from within Galaxy:
- Use Minfi & ELMER for analyzing methylomes of cancer datasets 

available on TCGA
- Both, sequencing and array-based tools are available on Galaxy

Analysis of TCGA LUSC Illumina Methylation 450k Array and Expression Dataset

- Issues and tool requests can be filed at 
github.com/galaxyproject/tools-iuc/issues

- Pull requests are welcome github.
com/galaxyproject/tools-iuc

- github.com/galaxyproject

What is a Galaxy Flavor?
- Galaxy Flavor: an instance of Galaxy with a toolkit that has 

been tailored for a specific purpose

- Each Flavor’s toolset is defined in a plain text file, which is 
then used to build a corresponding Galaxy instance, whether 
it is a local VM, a Docker based, or a cloud-based instance

- You can generate your own galaxy flavor at: bit.ly/galaxy-
flavor-generator

Step 2 - Differential Methylation 
analysis and Annotation

New Features in Galaxy

- Easy fetching of TCGA data (Methylation, 
RNA, Clinical)

- Ability to recognize .RData files and use 
them within Galaxy as a History dataset

- Future: galaxy-epigenetics-workbench - a 
Galaxy Docker repository for epigenetic data 
analysis

Step 1 - Quality 
Control:  
Density plot of 
methylation 
450k arrays 
using Minfi

Step 3 - Identify and plot  
regulatory TFs whose 
expression associates 
with TF binding motif 
DNA methylation (ELMER)
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