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What is Galaxy?

Keith Bradnam's definition:

"A web-based platform that provides a simplified
interface to many popular bioinformormatics tools."

From

"13 Questions You May Have About Galaxy"

http://bit.ly/13questions

http://galaxyproject.org


http://galaxyproject.org
http://bit.ly/13questions

Galaxy is available several ways ...

http://galaxyproject.org


http://gmod.org/wiki/Computing_Requirements

As a free for everyone service on the web: usegalaxy.org

? Galaxy Analyze Data Workflow Shared Data~ Visualization» Admin Help~ Using 384.0 GB

We have updated Galaxy to the forthcoming 16.04 release and made some configuration and deployment changes, so you may encounter a few problems. We are working on these, and please feel free to report any errors you encounter.
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- i Galaxy is an open source, web-based platform for data intensive biomedical research. If you are new to
‘ Galaxy start here or consult our help resources. You can install your own Galaxy by following the tutorial and
Get Data choose from thousands of tools from the Tool Shed.
Send Data
Lift-Over
Text Manipulation
Datamash TweetS @galaxyproject

Convert Formats

Filter and Sort

Join, Subtract and Group Hans-Rudolf Hotz
Fetch Alignments/Sequences Run ning You r Own =¥ check out this useful resource for #usegalaxy
NGS: QC and manipulation

training and teaching material from
@bjoerngruening and his team:
wiki.galaxyproject.org/Teach/Resource...

NGS: DeepTools
NGS: Mapping
NGS: RNA Analysis
NGS: SAMtools
NGS: BamTools

An in-depth tutorial

NGS: Picard = Galaxy Project

NGS: VCF Manipulation U GCC2016 student/postdoc

NGS: Peak Calling #underrepresentedgroups scholarships. Apply

NGS: Variant Analysis by May 1 bit.ly/gcc2016scholar... #usegalaxy
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Galaxy is available as Open Source Software

Galaxy is installed in locations around the world.

http://getgalaxy.org


http://usegalaxy.org

Galaxy is available on the Cloud

amaZzon

webservices" 6\)

openstack
CLOUD SOFTWARE O pe n N e b u I q . 0 rg

The Open Source Toolkit for Cloud Computing

http://aws.amazon.com/education
http://globus.org/
http://wiki.galaxyproject.org/Cloud


http://usegalaxy.org/cloud
http://wiki.galaxyproject.org/Cloud

Agenda

A quick stroll through the Galaxy
Demonstrate Galaxy by addressing a specific question

Other Features and Galaxy Ecosystem Update

http://galaxyproject.org



Tutorial

http://bit.ly/TGAC_GXY_PDF

http://galaxyproject.org


http://bit.ly/TGAC_GXY_PDF
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Fig. 1. Kroeger, P. T. and Wingert, R. A. (2014), Using
zebrafish to study podocyte genesis during kidney

development and regeneration. Genesis, 52: 771-792.
doi: 10.1002/dvg.22798
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2016 Galaxy
Community
Conference

(GCC2016)

June 25-29, 2016
Bloomington, Indiana
galaxyproject.org/GCC2016

Slides & posters are now
online. Video will be shortly
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Community
Conference

Hosted by Indiana University June 28-29, 2016

e
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Join us in beautiful W 4
oirg L
% for the 2016 Galaxy N\

Community Conference
and pre-conference activities!
June 25-29, 2016

Considered one of the five
prettiest campuses in the US,
Indiana University is one of
the major public research
universities in the nation, and
home to the National Center
for Genome Analysis Support.

galaxyproject.org/gcc2016



http://galaxyproject.org/GCC2013
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#GAMe2017
@EMBL_ABR

GAMe 201/

Galaxy Australasia Meeting

3 - 9 February, Melbourne, Australia

www.embl-abr.org.au/GAMe2017



Galaxy Community Resources: Galaxy Biostar

Tens of thousands of users leads to a lot of questions.

Absolutely have to encourage community support.
Project traditionally used mailing list

Moved the user support list to Galaxy Biostar, an online
forum, that uses the Biostar platform

answers.

https://biostar.usegalaxy.org/



Scaling Training

Galaxy Training Network: Trainer
Locations

The Galaxy Training Network
(https://wiki.galaxyproject.org/Teach/GTN)

TGAC: The@nome Analysis Cc.;'r’\?e

v Trainers
@ Global
@ Regional
@ Local : f’\o :
GUGGO, ABiMS IFB core facility, UPMC/CNRS, Christophe Caron
: GUGGQ, Cellule Bioinformatique:lfremer |fremer/UBO/CNRS, Laure Quintric ,Q
O Continental Guéé%, éen uest Iﬂ:ﬁ %orerlpau |fty, anc/BIPA{A@van Le éra% ancg Anthony B[Qtéuﬂﬂygalaxy Project
Institution GUGGDO, IRHS Biolnformatics team Angers Un|ve[sity/_Agrocé\éFnDR;?;s“fiUé"s?) INRANI EarPiérra/Refigumics Core Facilities
‘ GUGGO, BIRD IFB core facility Nantes University/INSERM,-Audrey Bihouée

O O

Galaxy @ PRABI Institut Ruder Boskovi¢

O

South Green Platform

O

CRS4 - Centre for Advanced Studies, Research and Development in Sardinia
Satellite

Google
C

Galaxy Training Network

bit.ly/gxygtn


http://bit.ly/gxygtn
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