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S, Galaxy / PHE

4 @ & | [ 158.119.147.85

~_ Galaxy/ PHE

Tools

Analyze Data

[ search tools

Get Data

Text Manipulation

Filter and Sort

Join, Subtract and Group

Operate on Genomic BED Intervals
Convert Formats

Genome Annotation
Extract Features
Picard tools
Statistics
GraphlDisplay Data
NGS: Simulation
Multiple Alignments
Phylogenetics

FASTA manipulation
NCBIBLAST+

NGS: PHE internal tools
NGS: and manipulation
NGS: Assembly

NGS: Mapping

NGS: SAM Tools

NGS: GATK Tools (beta)

Workflows
= All workflows

0 Welcome to the PHE Galaxy environment
|

History 8
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u d history
0 bytes &

© Your history is empty. Click ‘Get Data'
on the left pane to start

Galaxy is an open, web-based platform for data intensive biomedical research. 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.
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®  \When using tools like Galaxy,
you need to...
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Training Contents
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Half a day:

* Note on disk space

» Upload Data into History

* Delete from History

« Computing Sequence length

« Creating Workflows

 Calculating the GC content and adding it to
Workflow

« Compute sequence length + GC Contents
Workflow

* Gene presence/absence exercise

« SNP pipeline
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Figure 1. Workshop Content

# Average/moderately met
u Good/mostly met

# Very good/fully met

Number of delegates

Overall contentand How relevant were How well did the
structure the topics covered workshop meet
expectations
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Figure 2: Lectures and Exercises

Lecture:
Introduction to
Galaxy and it's

benefits

1k bi

Exercise: Uploading Lecture: Creating Exercise: Creating

to history and

applying basic

bioinfirmatics
analysis

workflows

and applying SNP
analysis workflow
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* “Really enjoyed Galaxy” « “Perhaps one day on Galaxy”

« ‘“Entailed important « “Ididn’t get fair help to get through
material and content the course. It was very new to me.”
relevant to our day to day » “Find Bioinformatics very difficult to
work.” understand”

* “Nice intro to the web app. « “Got a bit confused Ali went into it
Building workflows and too fast”

creating histories”

* “Need to be able to
analyse NGS from lab.
Feel that | can start
Gaining an insight into the
Galaxy platform”

« “Enjoyed it very much.”



And finally...
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Thank you to the Galaxy team
For their hard work
And keep up the good work!
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