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1 What is Galaxy

Galaxy for Bioinformaticians
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Galaxy for Experimental Biologists
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Using Galaxy for NGS Analysis
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1 NGS Data Visualization and Exploration Using IGV
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Galaxy, a web-based genome analysis platform

} Galaxy i1s an open - source framework for integrating various
computational tools and databases into a cohesive
workspace.

} A web - based service we provide, integrating many popular
tools and resources for comparative genomics.

1 A completely self - contained application for building your own
Galaxy style sites.



http://galaxyproject.org/

Galaxy Analysis Interface

- Galaxy

Data intensive biology for everyone.

Galaxy is an open, web-based platform for data intensive biomedical research.
Whether on the free public server or your own instance, you can perform,
reproduce, and share complete analyses.

Get Galaxy Learn Galaxy Get Involved

E i ! ! i = n s
Use project's free server Install locally or in the doud Fhe doud Screencasts, Galaxy 101, ... Mailing lists, Tool Shed, wiki
or other public servers or get Galaxy on SlipStream

Search all resources

The Galaxy Team is a part of BX at Penn State, and the Biology and Mathematics and Computer
Science departments at Emory University. The Galaxy Project is supported in part by NHGRI, NSF,
The Huck Institutes of the Life Sciences, The Institute for CyberScience at Penn State, and Emory
University.

http://galaxyproject.orqg/



http://galaxyproject.org/

Galaxy main web interface

TACC will be performing storage system updates on Tuesday, December 3 from 9 AM to 6 PM EST (UTC -0500). During this time, Galaxy will be unavailable.
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Galaxy: the instant web-based tool and data resource
integration platform

1 Open Source downloadable package that can be
deployed in individual labs

» Modularized
B Add new tools
B Integrate new data sources
B Easy to plug in your own components

} Straightforward to run your own private galaxy
server
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| search tools

Get Data

Send Data

ENCODE Tools

Lift-Over
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Filter and Sort

Join, Subtract and Group
Convert Formats

Extract Features

Fetch Sequences
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Graph/Display Data
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Motif Tools

Multiple Alignments
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NGS: GATK Tools (beta)
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https://galaxy.bioinfo.ucr.edu/root
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Welcome to IIGB's Galaxy Server!

Overview

Calaxy is an open, highly customizable, web-based platform for the analysis of next generation
sequence data and many other biological data types. It enables users to run computationally
demanding next generation sequencing analysis tasks on powerful server hardware from a
graphical web browser-based user interface rather than the Linux command-line. A subset of of
application supported by Galaxy is given in the left pane. Much more detailed descriptions of
Galaxy's basic functionalities including user tutorials are available here.

Why Local Galaxy Service?

There are many advantages of using a local Galaxy server here at UCR rather than public test
instances of Galaxy available on the internet. The most important are: (1) shorter waiting gueues
for analysis tasks; (2) elimination of time consuming uploads of large data sets; (3) support for
analyzing much larger data sets than this is possible on public services; (4) the ability to
customize software tools and database collections.

How to Gain Access?

This instance of Galaxy runs on lIGB's high performance compute (HPC) infrastructure, called
Biocluster. As such its usage is covered by the annual registration fee for this infrastructure (see
here for details). Users with an active Biocluster account can access this Galaxy service using
their existing user name and password without any extra cost. New account requests for this
service can be sent to support@biocluster.ucr.edu.

Additional Databases and Sofware Tools
Support requests for including additional reference genomes and software tools on IIGB's Calaxy
server can be sent to support@biocluster.ucr.edu

Workshops on Galaxy
Past and future UCR workshop events on using Galaxy are listed here. The user manual from
previous workshops can be accessed here.

Enter IIGB's Galaxy Service
To enter this service, click here.
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