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Galaxy tools

. Galaxy Flavor Generator

Please add repositories you would like to have in your Galaxy

- Galaxy Flavor: an instance of Galaxy with a toolkit that has &
been tailored for a specific purpose

Config

Base galaxy image:

- Each Flavor’s toolset is defined in a plain text file, which is
then used to build a corresponding Galaxy instance, whether

Galaxy release

bgruening/galaxy-stable
GALAXY_CONFIG_BRAND

Your Galaxy will have the following:

It I1s a local VM, a Docker based, or a cloud-based instance
- You can generate your own galaxy flavor at: bit.ly/galaxy- |-
flavor-generator eimer

- Minfi: Tools for analyzing and visualizing Illumina’s 450k array data

- ELMER: Inferring Reqgulatory 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

Get Data

METHYLATION TOOLKIT
Minfi

ELMER

Methylation Tools

PileOMeth A tool for processing
bisulfite sequencing alignments

Bismark bisulfite mapper

(bowtie?2)

Bismark bisulfite mapper (bowtie)

Bismark Meth. Extractor Reports

| Main ToolShed
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ELMER

ELMER-TCGA

Download TCGA data DNA
Methylation, Expression and
Clinical data for all samples of
certain cancer type from TCGA

Complete ELMER analysis pipeline
for a TCGA data

Download TCGA 450K Methylation
data for a cancer type

Download TCGA Clinical data for a
cancer type

tool_panel_section_id: 'textutil'

- '08a@lb2cedcd' # v1.1.0
ame: 'tabular_to_fasta'
ner: 'devteam'
tool_panel_section_id: 'convert'

— '0b4e36026794' # v1.1.0
ame: 'fasta_to_tabular'
ner: 'devteam'
tool_panel_section_id: 'convert'

- '9d189d08f2ad' # v1.1.0
ame: 'fastqtofasta'
ner: 'devteam'
tool_panel_section_id: 'convert'

— '3571553aeb20' # v1.0.0
ame: 'dna_filtering'
ner: 'devteam'
tool_panel_section_id: 'filter'

- 'abf0d355bo5f' # v1.0.3
ame: 'subtract_query'
ner: 'devteam'
tool_panel_section_id: 'group'

revisions:
- '5f6ebef89722' # voO.1

METHYLATION TOOLKIT
Minfi

Unarchive files

Read TCGA lllumina 450k data in
IDAT format from GDAC-
Broadinstitute

Read lllumina 450k IDAT format to
get Beta Values

Density Plot of 450k data beta
values

QC report of lllumina Human
Methylation 450k arrays

Cell Proportion Estimation across
all samples and cell types for 450k

data

Multi dimensional scaling(MDS)

plots to an overview of similarities
and differences between samples

Differntially Methylated Position
Finder to identify CpGs

Bumphunter to estimate
differentially methylated regions

on methylation status of reads

i Download TCGA RNAseq data
mapped by Rismark Download TCGA RNAseq data for

d cancer type

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

Workflows ELMER-CUSTOM DATA

= All workflows ELMER pipeline distal enhancer

DNA methylation analysis and
predict putative target genes,
motif analysisand identify
regulatory transcription factors

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

Step 35 - Identify and plot
regulatory TFs whose

Step 2 - Differential Methylation

Step 1 - Qualit
p 1 - uality analysis and Annotation
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New Features in Galaxy Want to contribute?

Acknowledgements

Issues and tool requests can be filed at - Dataset Collections (John Chilton)

- 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

- PileOMeth (Bjoern Gruening)

Pull requests are welcome
- Galaxy Flavor Generator (Martin Page,

Bjoern Gruening)

- Galaxy Team
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