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Welcome to Galaxy Training!

Collection of tutorials developed and maintained by the worldwide Galaxy community
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Galaxy for Developers and Admins
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Genome Annotation 3

Development in Galaxy 13

Imaging 2

H a n d S - O n Metabolomics 3 How to contribute?

First off, thanks for taking the time to contribute!

Metagenomics 6

You can report mistakes or errors, create more contents, etc.
L4 L4 Proteomics 14 Whatever is your background, there is probably a way to do it: via

the GitHub website, via command-line. If you feel it is too much,

Sequence analysis 2 you can even write it with any text editor and contact us: we will

’ ’ work together to integrate it.

Statistics and machine learning 4

To get you started, check our dedicated tutorials or our Frequently
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Topic Tutorials
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& ¥ Troubleshooting resources for errors or unexpected results
usegalaxy.org support
Check to see if there is a known usegalaxy.* server issue. Server Status: Q
https://status.galaxyproject.org/ If the server was down when you first ran your job, try
a rerun once back up. A rerun can also eliminate tra... read more
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For assistance with a specific Galaxy server please post into appropriate category. )

de novo assembly using Trinity in Galaxy Q
fastgc M assembly M trinity M trimmomatic M fastgsanger

Trackster not adding multiple datasets G Q

MW usegalaxy.eu support trackster M custom-genome M igv M custom-build M ucsc

Michael Shamash @mshamash

Hi, I'm in the process of porting over some CLI tools/programs we use into our Galaxy instance
and had a question regarding outputs. Let's say my script produces many output files in its
working directory (ex. "MyToolWorkDir/filel.fasta"), can | tell Galaxy to use certain files at a given
path in that directory as <outputs> ? The files aren't specified in the command but are generated
by running the script. From what I've seen in documentation, Galaxy outputs must be explicitly
listed in the command, unless I'm missing something. If this isn't the best place to ask, please let
me know and | can ask elsewhere. Thank you!

l‘v‘\'

@ Marius van den Beek @mvdbeek
: @mshamash that’s no problem, just reference them as from work_dir=“path_to_file” or

using mv path_to_file ‘$output’

Michael Shamash @mshamash
ek thanks a lot! | will try that out shortly.

@ Marius van den Beek @mvdbeek
: Sure, no problem. fwiw from work_dir is documented at
https://docs.galaxyproject.org/en/latest/dev/schema.html#id65 and there’s an example at

https://planemo.readthedocs.io/en/latest/writing_standalone.html#wrapping-a-script

Michael Shamash @mshamash
I'll keep those handy, look like good future references!
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BASIC TOOLS
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Graph/Display Data

NGS COMMON TOOLSETS
FASTA manipulation
NGS: Picard
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BED tools
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NGS: GATK Tools 1.4
NGS: GATK Tools 2.8
EMBOSS

NGS ANALYSIS

NGS: QC and manipulation

NGS: Mapping

NGS: Assembly
Trinity De novo assembly of RNA-
Seq data Using Trinity
VelvetOptimiser

NGS: RNA Analysis
NGS: Variant Analysis
NGS: Annotation

Workflows
= All workflows

1. Galaxy Project, Johns Hopkins University; 2. galaxyproject.org

Analyze Data

" ~
(7 Basic Statistics et =N
(%)

Measure Value T
Filename ERRO048396_1 .fastq Ve
File type Conventional base calls AGGD “o®
Encoding Sanger / Illumina 1.9
Total Sequences 2013533 15: Fasta Extract Sequen @ 4 X
Filtered Sequences 0 ce on data 10: Fasta
Sequence length 75 14: Filter on data 11 @ &%
%GC 35

13: Fasta Statisticsonda @ 4 x

ta 10: Fasta summary st
ats

@ Per base sequence quality

11: VelvetOptimiserond @ 4 %
ata 9, data 7, and others:

Quality scores across all bases (Sanger / lllumina 1.9 encoding) Contig Stats

10: VelvetOptimiserond @ 4 x
ata 9, data 7, and others:

Contigs

9: Trimmomaticondata @ 4 x
2 and data 1 (R2 unpaire
d)

8: Trimmomaticondata @ 4 x
2 and data 1 (R2 paired)

Z: Trimmomaticondata @& 4 %
2 and data 1 (R1 unpaire
d)

22 6: Trimmomaticondata @ 4 x

20 2 and data 1 (R1 paired)

18 5: FastQC ERR04839 ® &%

16 6 _2.fastg.html

14 4: FastQC ERR04839 @& %
6 _1.fastg.html

12

10 3:illumina adapters.fnra @ 4 x

8 2:ERR048396 2fasta @ & X

4]

B 1: ERR048396 1.fastq ® &%

2

0 123456789 11 13 15 17 19 21 23 25 27 29 31 33 35 37 39 41 43 45 47 49 51 53 55 57 59 61 63 65 67 69 71 73 75

Position in read (bp)
@ Per sequence quality scores
Quality score distribution over all sequences
900000‘ Average Quality per read

Microbial de novo Assembly for lllumina Data, Melbourne Bioinformatics
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VirtualBox

Over 35 Docker and VM images with
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Visualization, Epigenomics, metagenomics, RNA-

Seq,
Anal

BLAST+, ChIP-Seq, Exome-Seq, Image
ysis, Mass Spec ...

Providers

Enable

a Galaxy Training!

Galaxy is
deployed local Iy, Galaxy Server administration
fro m I a b S e rve rS esources related to configuration and maintenance of Galaxy servers
to institutional

Core
a n d CO n S O rt | u m ;r:leasfyare the core, foundational topics for the majority of administration in

CI u Ste rS a n d Lesson Slides Hands-on
Galaxy from an administrator point of view (g
clouds.

Material

Ansible G

IO
4

Galaxy Installation with Ansible
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These topics will let you further expand your knowledge. They all build upon
what you learned in the core topics, and many expect that you have a setup
identical to the one started in the core trainings.
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Galaxy
ToolShed

Tool Devs

The Galaxy ToolShed contains over
7,000 tools, datatypes, & workflows,
all defined for Galaxy, and easy to
install. Wrapping your tools for
Galaxy makes them easy to deploy
and use.
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