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Get Data
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BEDtools
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= all workflows
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deepTools

user-friendly tools for the normalization and visualization of
deep-sequencing data

Welcome to the MPI-IE's Galaxy instance dedicated to the analysis of high-throughput sequencing datal

Did you just receive a large file from your high-throughput sequencing center and now you're wondering how to
turn these millions of lines into a heatmap of read coverages? Or how to generate a file you can upload to the
UCSC or the IGV browser that you can look at? Thinking more about it, you would actually like to compare your
sample that should be the profile of a knock-down cell with the sample from the wild type? And how to make sure
that everything went fine with the preparation and sequencing of the samples?

The good news: here, you'll most likely find all the tools and help you need as we have developed several
tools to help you make sense out of the data generated by high-throughput sequencing. You will find them
under the header deepTools in the menue on the left-hand side. For a gallery of images that can be
produced, see http://f1000.com/posters/browse/summary/1094053,

For support, questions, or feature requests contact: deeptools@qgooglegroups.com
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b e dlear Use "edit attributes" to set chromosome, start, end, and strand columns.

btract the intervals of two | & T e _GSE37268 mof3.out.hpeak.txt
Screencasts!

Merge the overlapping See Galaxy Interval Operation Screencasts (right click to open this link in another window).
intervals of a dataset

Concatenate two datasets

- Syntax
into one dataset

Click tool
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Information stored for each data set

Tool: bamCorrelate

Name:
Created:

Filesize

Dbkey:

Format:

Galaxy Tool Version:
Tool Version:

Tool Standard Output:
Tool Standard Error:
Tool Exit Code:

AP ID:

Input Parameter

bamCorrelate on data 5, data 4, and others
Dec 11, 2013

a50c14e4caz8bfa0

Value

Bam file
Label
Bam file
Label
Bam file
Label
Bam file
Label
Bam file
Label
Bam file
Label

Length of the average fragment size 200

Correlation method
Choose computation mods

Bin size in bp

Number of samples

Show advanced options
Show additional output options

6: IMROO_H3K36me3.bam

a

IMRS0_H3K27me3_2.bam

N

IMRS0_H3K27me3_1.bam

w

: IMR90_H3K27ac_32.bam

IS

: IMR90_H3K27ac_2 bam

: IMROO_H3K27ac_1.bam

Pearson
bins
10000
100000
no

no

details about how
this file was
generated

4.9 KB
forfyat: png, database: hgl9

=l O©

Image in png\format

re-run an analysis with the

exact same parameters
download !lextremely useful!!

the file

- Attributes

N N

Convert Format

Datatype

v

Permissions

Edit Attributes

Name:

profiler image

Info:

Annotation / Notes:

Add an annotation or notes to a dataset; annotations are available when a history is

Database/Build:
Human Feb, 2009 (GRCh37/hg19..

Save

Auto-detect

This will inspect the dataset and attempt to

-

rect the above column values if the) not accurate,

view the

8: bamCorrelate on data 5, data 4, and others

file

edit attributes

L]

deleté the file

(can be-recovered)

History

HISTORY LISTS
Saved Histories
Histories Shared with Me
CURRENT HISTORY

Create New

Copy History

Copy Datasets

Share or Publish

Extract Workflow

Dataset Security

Resume Paused Jobs
Collapse Expanded Datasets
+ Include Deleted Datasets
Include Hidden Datasets
Unhide Hidden Datasets




States of data sets

Waiting to be run

42 5: Find and Replace on ® § 3% 7: Intersect on data 5 and ® { X
data 4 3: 3: Compute on data 2 & i % data 6

€39 121: 285 rRNAfa @ (0 &

0 bytes

An error occurred running this there are several reasons for a failure:
job: Traceback (most recent calf - wrong input data

last).

input data set doesn’t have the correct format

File "fgalaxy/galaxy_server/tools
program bug

Jdata _sourcefupload.py”, line 403,
in <modufe> -

__main_{)

File "fgalaxy/galaxy_server/toals

Jdata _source/upload.py”, line 392,

in__main__

adg fileidataset, registry, jggn_ﬁlf C/’IeCk Whet/’ler a// the Parameters

@ _____— you chose were correct

N

send a bug report to us




Tools

e Useful categories:
— Text manipulation
— Join, Subtract and Group
— Operate on Genomic Intervals

* Only on our Galaxy:

— deepTools = NGS data processing & visualization
— BEDtools



Data Libraries

* Top menu -> Shared Data -> Data Libraries
e Access restricted by permissions

Data Libraries

search dataset name, info, message, dbkey

%
Advanced Search

Data library name | Data library description
Alhtar currently only Ken's data
Course Data for Galaxy Course

Fukao sequencing runs

Genomes + Annotations reference genomes and all kinds of annotations publicly available for everyone

Jenuwein Inti's and Aydan's shared data

Jenuwein seguencing runs

FPersonal folders where users can store their important datasets

Saccani sequencing runs mapped data from sequencing runs




Workflows :

* automate repeating analysis

* help to stay organized

e share them

* use other people’s (e.g. those we provide)

Input dataset

output

®

MWCBI BLAST+ blastn 2

Mucleotide query sequence(s)

Convert

in Query

Historw F BT -

I

T = =

4
di

R

Count

from dataset

Saved Histories
Histories Shared with Mea

Create New

Copy History
b : once you’ve done

a series of
analysis you’d like
to yepeat over
and over again,
click here & enjoy
the drag and
Crallamens Cuwmnamdad r‘lg;.—\.oi—P-ﬂ-ﬁrl.nCI.P/e OF
the workflows

Copy Datasets

Extract Worlflow

Dataset Security

Resume FPaused Jobs

b Sort b3
Sort Query

outputl (tabular, txt, html, blastimik

Compute sequence length ®

Compute length for these
sequences

out_filel (tabular)

Histogram

Dataset

output (tabular)

out_filel (pdf)

out_filel (tabular)

out_filel &*®

don’t forget to save and give the workflow a meaningful name! you can
always re-use and edit them via the WORKFLOW menu



Some words of caution

* Watch your disk usage!

Using 225.7 Gb iy

o

* depending on the size of the
data and the tool you‘re
using, tasks can run between oy rducion
seconds to ca. 15 minutes P T2

B: Count genes on @ %]
different chromosomes

* You cannot upload data > 2 7: Inersect on data 5 and @ 0 3%
GB through your browser (use
FTP instead)




Help

e general Galaxy help:
wiki.galaxyproject.org/Learn

e specific deepTools Galaxy:
deeptools@googlegroups.com

* send bug reports and we will get in touch
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