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Connect to local computer

Get slides and datasets:
https://abims.sb-roscoff.fr/training/courses

Login on Galaxy France: https://usegalaxy.fr

Visit https://usegalaxy.fr/join-training/init2024/

v reserved computing resources


https://abims.sb-roscoff.fr/training/courses
https://usegalaxy.fr
https://usegalaxy.fr/join-training/init2024/

Schedule

. Schedule
- 09:00-12:00
- 13:30-17:00

. Short round table



Learning objectives

e Learning objectives:
— Familiarize yourself with the basics of Galaxy
— Learn how to import data
— Learn how to run tools
— Learn how histories work
— Learn how to create a workflow

— Learn how to share your work
— Understand and master dataset collections



Program

Welcome to Galaxy Training!

Collection of tutorials developed and maintained by the worldwide Galaxy community

e |Introduction

e Data import !T

- |®
e Tools
cDataset L T o) )
O History Sequence files manipulation

e \Workflow

e Share }@


https://training.galaxyproject.org

INTRODUCTION / PROBLEMATIC
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Introduction / problematic

e |n biomedical research, high-throughput
technologies produce large datasets.

e How to perform analyses of these data without
bioinformatics skills ?

Assemble transcript sequences de novo

Determine the gene expression

Build a phylogenetic tree

Predict subcellular targeting for proteins

ldentify and quantify metabolites detected by LC-MS

O O O O O O
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Introduction / problematic

Command line tools represent the majority of scientific tools
+ good parameters completeness
+ can be executed on high performance computers
+ automation, workflows ...
— minimum linux knowledge is required

— cruel lack of ergonomics
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Awasc | INtroduction / problematic

Command line tools represent the majority of scientific tools

+ good parameters completeness

+ can be executed on high performance computers
+ automation, workflows ...

— minimum linux knowledge is required

— cruel lack of ergonomics

login@sbr4-p023:~$ ssh -Y bioinfo.sb-roscoff.fr

[...]

login@slurm0:~$ cd /shared/projects/my project/finalresult
login@slurm0:~$ head -n 2 ../input/query.fasta

>Ec-00 000010.1 Ferric reductase, NAD binding (657) ;mRNA; r:150-6731
MGSQCWQGVLNHGNHFHDIYMVCPDDPTOWCNQFSFESGGPTPNQYRLRMIGIFMGLVCSSHFATTILVPVSRD

login@slurmO:finalresult$ module load blast/2.9.0

login@slurmO:finalresult$ srun --mem 100G --cpus-per-task 4 blastp -query
. ./input/query.fasta -db /shared/bank/uniref90/current/blast/uniref90 -out query.out -outfmt
6 -evalue le-6
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Introduction / problematic

Command line tools represent the majority of scientific tools
+ good parameters completeness
+ can be executed on high performance computers
+ automation, workflows ...
— minimum linux knowledge is required

— cruel lack of ergonomics

login@sbr4-p023:~$ ssh -Y bioinfo.sb-roscoff.fr
[...]

login@slurmO0:~$ cd /shg

login@slurm0:~$ head -

>Ec-00_000010.1 Ferric
MGSQCWQGVLNHGNHFHDIYMV(

login@slurmO: finalresu

login@slurm0:finalresult$ srun --mem 100G --cpus-per-task 4 blastp -query
. ./input/query.fasta -db /shared/bank/uniref90/current/blast/uniref90 -out query.out -outfmt
6 -evalue le-6
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INTRODUCTION / GALAXY
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Introduction to Galaxy

. Andrea Bagnacani ‘ Bérénice Batut g Saskia Hiltemann & Anne Pajon
Q Nicola Soranzo @ Helena Rasche c Christopher Barnett Michele Maroni
& Anne Fouilloux @) Nadia Goué  {,} Olha Nahorna @ Dave Clements

2 Add Contributions!

’ ~ Y Updated: Oct 25, 2021
Bi Or view the plain-text slides without JS
Tip: press P to view the presenter notes

https://training.galaxyproject.org/training-material/topics/introduction/slides/introduction.html
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usegalaxy.fr

@
GALAXY FRANCE g) IFB

INSTITUT FRANCAIS DE ' BIOINFORMATIQUE
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Galaxy ABiMS --> Galaxy France

\'[

Tools w oL 0 Wel | b » History c+O s
elcome to galaxy.sb-roscoff.
search tools (%) g Xy search datasets (]
e = 14-10-2020 Galaxy initiation training 2019 -
Dear users, we plan to eventually close this hf “roscoff.fr instance {ps://usegalaxy.fr thols kands o
Send Data

So, if you start a new analysis, please consid g to the new national instan egalaxy.fr, 11 shown, 4 deleted, 7 hidden

Collection Operations This instance is more modern, supported by «Core Cluster, maintained in part b and the IFB NNCR Cluster TaskForce. A Y
If tools are missing, do not hesitate to request them on https://community.france-bioinformatique.fr/. 173 MB

COMMON TOOLS

< IFB

INSTITUT FRANCAIS DE ' BIOINFORMATIQUE

https://usegalaxy.fr/

= Ga Iaxy France A Workflow Visualize Donnéespartagées~ Aide~ LUhilisateur~ & ﬁ
Tools ° - o History + ey -
search tools ¥ x G a | axy F ra n Ce Rechercher des données ¥ x
2. Upload Data vHPO ’
The homepage of the French Galaxy community
Get Data o
875243 06 &
Send Data
. ; Galaxy iz 2n open-source plztform for FAIR data analysis thzt enzbles Usars 1o a8 3 ®
Collection Operations Xy P P Y = 7
. , . ’ cos - 6: blastp prot vs "uniprot 26 @ / W
GENERAL TEXT TOOLS e Use tools from varicus domains (that can oe plugged into workflows) through its graphical web Sl

Text Manipulation

Filter and Sort
e manage data by sharing and publishing

FRANCE A\ 5: blastp prot vs ‘uniprot. @ # W
g 'orkflow d” " . o0® ) 262302
* ensure reproducibility by capiuring the y information to repeat and undersiand data Elgﬁr € IFB ‘ A\ 4: blastp prot vs ‘uniprot. @ /' W

GENOMIC FILE MANIPULATION i ’ FRANCE 2023 02" 1 5

anzlyse

Join, Subtract and Group

w

Convert Formats
3: blastp prot vs ‘uniprot swi @ # W

ey S e R S A AR e NN PRl O T L A T L PO VISR 1y Tl LAY St e S i Ky i T > e ol S S T ol PR MR o N1 v D i i S


https://galaxy.sb-roscoff.fr/
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= Galaxy France

< IFB

INSTITUT FRANCAIS DE ' BIOINFORMATIQUE

/ﬁ‘ Workflow Visualize Données partagées~ Admin Aide ¥ Utllisateur »

1 From the 4th to 7th of April usegalaxy.fr will be shut down for maintenance

Tools w =

- B

search tools
X Upload Data

Transcriptomics
Biodiversity
COMPUTATIONAL BIOLOGY
Probes and primers

"Nucleic acid sites, features and
motifs"

"Sequence composition,
complexity and repeats”

Sequence assembly
Mapping
Computational biology
COMPUTER SCIENCE
Data visualisation

| LABORATORY TECHNIQUES
RNA-Seq

| MATHEMATICS
Statistics and probability
oMIcS
Genomics
Comparative genomics
Uncategorized

| WORKFLOWS

All workflows

<

Welcome to usegalaxy.fr

By using this Galaxy instance, we assume that you have read and accept the Term Of Use
For any questions or support: community.cluster.france-bioinformatique.fric/galaxy

=

Q

« 13/01/2022: usegalaxy.fr is now running the release 21.09 of Galaxy. Please check the 21.09 user release notes.

Domain specific subdomains:

The same instance but with only the dedicated tools in order to focus on the domain

Covid19

Variant analysis, consensus using
communuty approuved workflows
and datasets.

WorkflowdMetabolomics

Metabolomics data processing, 3
analysis and annotation for
Metabolomics community

ProteoRE

Functional analysis and exploration
of proteomics and transcriptomics
data in biomedical research.

Hosted by:
« IFB

Elj}q'r. '

Metabarcoding

FROGS, Qiime, Mothur, Obitools,
DADAZ2, PICRUSt

Ask the GalaxyCat

Can't find a tool here or elsewhere?
Why not search on the IFB Galaxy
Catalog ?

Using 12%

History S+m%

Rechercher des données 0 0

Unnamed history

(empty) »e

Cet historique est vide. You can
Charger vos propres données or
Charger des données depuis
une source externe
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= Galaxy France
Tools o -
search tools ¥ %
&, Upload Data
Get Data &
Send Data

Collection Operations
GENERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group
GENOMIC FILE MANIPULATION
Convert Formats
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED

VCF/BCF

Nanopore

COMMON GENOMICS TOOLS
Operate on Genomic Intervals
Fetch Alignments/Sequences
GENOMICS ANALYSIS
Annotation

Assembly

Mapping

Variant Calling

RNA-Seq

Peak Calling

Epigenetics

Phylogenetics

Phenotype Association
Single-cell

GENOMICS TOOLKITS

Picard v

» u

A Workflow Visualize

Galaxy France

The homepage of the French Galaxy community

Galaxy i

e use tools from various domains (that can be plugged into workflows) through it

fac

inte

m

run code in interactive environments (RStudio, Jupy
manage data by sharing

=mA A
cou

The French Galaxy server

zn open-source platform for FAIR data analysis that enzbles

) along w

ts, workfiows, and \

(o}

ualizations.

Données partagées v

s graphica

Aide ~

210N 10 repeat and ungersiang gaia

Utilisateur ~ 78 ﬁ HH

ith other tools or workflows

el?ﬁr
FRANCE

cientific discov

.= Galaxy

FRANCE

< IFB ‘

The French Galaxy server UseGalaxy.fr is maintained by IF8 NNCR Cluster Task force. Please check our Terms of Use and data retention police before using the server.
We offer thousands of tools, increased guota on temporary basis, and compute infrastructure for trainers through Training Infrastructure as a Service (TlaaS).

The following regional platforms, members of IFB, are involved in the maintenance and development of UseGalaxy.fr:

e GenDuest, in Rennes

e ABIMS, in Roscoff

Get help

Ask for help, tools, or
temporary increase of
quota on our support
forum

¢

|
C

Wy
=>fa

Contact support

Training

If you are organising
a training session,
you can book
computing resources
using the TlaaS
system

N
)

TlaaS request

(M

alaxyCat

Can't find a tool on
usegalaxy.fr? Why
not search on the IFB
Galaxy Catalog 7

€

Browse GalaxyCat

—
,

tation

Have you used the
French Galaxy server
for your data
analysis?

eam

The French Galaxy
team is distributed
across different cities
in France.

a = »
ah -
® e

Meet the team

Using 45%

History + =
Rechercher des données ¥ x
vHPO ’
8752k8 Q6
8 =

6: blastp prot vs "uniprot 26 @ / W
23 02

A\ 5: blastp prot vs ‘uniprot. @ # W
20623_82

A\ 4: blastp prot vs ‘uniprot. @ # W
2023_02

3: blastp prot vs ‘uniprot swi @ /# W
ssprot_2620_63"

A\ 2: blastp prot vs 'uniprot_ @ # W
202302

1: prot LAV |
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Galaxy France

Get help: https://community.france-bioinformatique.fr/c/galaxy/8

o) |

» Welcome message X
| Galaxy » | | toutes les étiquettes » | | tout ~ Top
Sujet Réponses  Vues Activité

¥ FTP usegalaxy.fr

Bonjour, J'ai eu une demande en local (support.abims) pour savoir comment se connecter au serveur 0 ‘ 1 88 sept. '21
ftp de usegalaxy en ligne de commande. Je copie ici la solution proposée afin d'en faire bénéficier le ;

plus grand nombre ... lire la suite

& ¥ README: before request a Galaxy quota extension

Bi% In order to effectively free space and optimize the storage capacity of our servers, please do not 1 2 180 janv. 21

forget to clean regularly your datasets and histories by clicking on the small gear at the top of your
history ("Pu... lire la suite

% A propos de la catégorie Galaxy

9 2 469 oct. '20

For any questions, issues and request regarding usegalaxy.fr and its subdomains *.usegalaxy.fr

FROGS - job was terminated because it used more memory than it was allocated o 0 21 54 11h

FROGS - bug 4 I'affichage des sorties html 00 4 17 14 h 18


https://community.france-bioinformatique.fr/c/galaxy/8

Hands-on

DATA IMPORT & FIRST TOOL

19
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Hands-on

https://training.galaxyproject.org
/[training-material/topics/introduc
tion/tutorials/galaxy-intro-101/tu
torial.html

Introduction to Galaxy Learning Help Settings Search Tutorials

c Galaxy Training!

Analyses Pathways 2 X

Galaxy Basics for genomics

Authors: . @ Nicola Soranzo

) ijb'm GrUning"} .g Anne Pajon

g Saskia Hiltemann

@ Anton Nekrutenko". i

Clemens Blank

@ Helena Raschen}

@ Questions:

« Which coding exon has the highest number of single nucleotide polymorphisms (SNPs) on human chromosome 227
Objectives:

« Familiarize yourself with the basics of Galaxy

« Learn how to obtain data from external sources
« Learn how to run tools
« Learn how histories work
« Learn how to create a workflow
« Learn how to share your work
X Time estimation: 1 hour
72 Level: Introductory /&
2 Supporting Materials:
(D Datasets  « Workflows
) Published: Dec 19, 26816
™ Last modification: May 3, 26824
&l License: Tutorial Content is licensed under Creative Commons Attribution 4.8 International License. The GTN Framework is licensed
under MIT
i PURL: https://gxy.io/GTN:TER186

(®FAGs WMRecordings~ % Available on these Galaxies ~

€7 Rating: 4.1 (18 recent ratings, 141 all time})
-O- Revision: 131

Stop after ctep ‘Find exons with the most SNPs”

Setting the stage: This tutorial aims to familiarize you with the Galaxy user interface. It will teach you how to perform basic tasks

Exons and SNPs such as importing data, running tools, working with histories, creating workflows, and sharing your work.

G
ready

t your workspace

© Comment: Results may vary

Analysis

Your results may be slightly different from the ones presented in this tutorial due to differing versions of

Histories and . . 8
tools, reference data, external databases, or because of stochastic processes in the algorithms.

workflows: A brief

introduction

Share your work



https://training.galaxyproject.org/training-material/topics/introduction/tutorials/galaxy-intro-101/tutorial.html
https://training.galaxyproject.org/training-material/topics/introduction/tutorials/galaxy-intro-101/tutorial.html
https://training.galaxyproject.org/training-material/topics/introduction/tutorials/galaxy-intro-101/tutorial.html
https://training.galaxyproject.org/training-material/topics/introduction/tutorials/galaxy-intro-101/tutorial.html

TOOLS & HISTORY
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Tools & history

Introduction to Galaxy

.Andrea Bagnacani ‘ Bérénice Batut ! Saskia Hiltemann & Anne Pajon
e Nicola Soranzo -’g@‘ Helena Rasche c Christopher Barnett Michele Maroni
6 Anne Fouilloux . Nadia Goué {,; Olha Nahorna o Dave Clements
& Add Contributions!

dated: Oct 25, 202:

. Gup 1
B Or view the plain-text slides without JS
Tip: press ? (0 view the presenter notes

1s

Main Galaxy interface

Galaxy is an open source, web-based platfor ve
searehtocts ° biomedical research. If you are new to Galaxy sult our help.

resources.
uplosa Y ‘Galaxy 101 History
clo b choose from thousands o tools from the Tool Shed.

James P. Taylor
Foundation for Open
Fiter and Sort Science.

Join, Subtract and Group “The mostimportantjob o sesior
s ot jumorfaculty

Datamash

‘GENOMIC FILE MANPULATION

FASTAFFASTQ

FASTQ Quality Control

Operate on Genomic Intervals
Fetch Sequences/Alignments.
(GENOMICS ANALYSIS

Assembly

Home page divided into 3 panels

-

https://training.galaxyproject.org/training-material/topics/introduction/tutorials/introduction/slides.html#7 22
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DATA IMPORT
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Getting data into Galaxy

& Anne Pajon 0 Dave Clements Maria Doyle g Saskia Hiltemann

*a* Add Contributions!

) Updated: Jul 9, 2021

J Or view the plain-text slides without JS
ip: press P to view the presenter notes

https://training.galaxyproject.org/training-material/topics/galaxy-interface/tutorials/get-data/sli
des.html 24
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https://training.galaxyproject.org/training-material/topics/galaxy-interface/tutorials/get-data/slides.html
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Tips & tricks
DATA IMPORT

25



MG Data import using FTP

STEP 1: CHOOSE A FTP CLIENT

Cyberduck

ﬂ WinSCP

26
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A

Example with WinSCP for usegalaxy.fr

u seg-hands-on - Igueguen@usegalaxy.fr - WinSCP = ]
Local Mark Files Commands Session Options Remote Help
[ % @ Synchronize ? B Queue - Transfer Settings Default M @ v
& Igueguen@usegalaxy.fr & New Session
Ev- B E8Q2 g ' ’ o = -
Upload ~ > Edit ~ X L7 ew v
C\.\Galaxy_initiation\2020\dataset! =i New Site Ll
N File protocol: ~
ame ‘
|SFTP v
& ® -
&) reads-fw.fastq Host name: Port number:
W reads-rv.fastq Iusegalaxy.fr I [ 225
User name: Password:
|jdoe@company.org ] l |
Save |V} ‘ Advanced... l:
Email address used in usegalaxy.fr
NOT public name (user name)
< >
< : [ >
Tools v Manage v | Login Ivl ‘ Close ‘ ‘ Help ‘
0B of 2,49 MBin 0 of 2 : :
M sFe-6 T 0:08:21

Command line: https://community.france-bioinformatique.fr/t/ftp-usegalaxy-fr/1453 -



https://community.france-bioinformatique.fr/t/ftp-usegalaxy-fr/1453

CNRS UPMC
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Roscoff

A

For HUGE public resources: genome, databank ...
--> Make a request to the support team

? Galaxy France A Workflow Visualize~ Shared Data~ Help~ User~ 1@ 88 Using 3%
Tools w . History c+mDe
NCBI BLAST+ blastp Search protein 2 Favorite ~ Options
search tools 0 database with protein query sequence(s) search datasets 0 0
(Galaxy Version 0.3.3)
20 2 blast hands-on 2022
Protein query sequence(s) 8 shiowt, 10 Fiddesi
~ .
Get Data D @ | O | 2 Drosophila_melanogasterBDGP6... ~ | & @B 66.36 MB >
Send Data (-query) °
Collection Operations Subject database/sequences L e X
across collection 12
GENERAL TEXT TOOLS Locally installed BLAST database v a list with 5 items
Text Manipulation Protein BLAST database 12: queries x
Filter and Sort [ Select/Unselect all a list with 5 items
Join, Subtract and 11: blastx query5. @& ¢ X
Group fa vs ‘protein BLA
[y NCBI NR (non redundant) 2021-01-15 ST database from data 2°
GENOMIC FILE
MANIPULATION ( unirefd0 10: megablast que @ ¢ X
i i 5.fa vs ‘nucleoti
Convert Formats t uniprot_swissprot ry.
FASTA/FASTQ { T
nr
FASTQ Quality Control SEE e TEXT TOT UETA T PaTaTTTETET VaTIES TOT Bt DEAS T Ty Pe. T-Ta5K) 9: nucleotide BLA @ ¢ X
SAM/BAM Set expectation value cutoff ST database from
data 1
0.001
BED :
v 8: protein BLAST @ ¢ X
< > (-evalue) database from da ¥

< I Outnut format v | > 78



lcons & buttons

DATASET

@
aé’eclﬂ...?
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Dataset

Dataset display : text, tabular, pdf, picture, html ...

T At

Rechercher des données vy o x
TRINITY_DN2_c6_g1 TRINITY_DN2_cO_g1_i1
TRINITY_DN1_cO_g1 TRINITY_DN1_c®_gi_il Trinity example s’
. TRINITY_DN5_c1_gi TRINITY_DN5_c1_gi_il
TRINITY_DNS_cO_g1 TRINITY_DN®_cO_g1_i1 S413k8 0+ &
TRINITY_DN®_cO_g2 TRINITY_DN®_cO_g2_il aF L]
TRINITY_DN®_cO_g3 TRINITY_DN6_c6_g3._i1 4: Trinity on data 2 and data / ]
TRINITY_DN3_cO_g1 TRINITY_DN3_cO_g1.i1 11 et B ttawecriohs
Add Tags @
7 lines

format tabular, génome de référence ?

B¢ OCuwE?

TRINITY_ON2_c@_gl TRINITY_DN2_c®_gl_il
TRINITY_DN1_ce_gl TRINITY_DN1_c@_gl_il
TRINITY_ONS_c1_gl TRINITY_DNS_c1_gl_il
TRINLTY_ON®_ce_gl TRINITY_DNG_c®_gl il

TRINLTY_ON@_c@_g2 TRINITY_DN@_c8_g2 il

3: Trinityondata2anddata © /2 W
1: Assembled Transcripts

2: reads.right.fq LoV N |

1: reads.left.fq [ONV . |

30
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Dataset

Rename, annotate, change datatype...

g . . . Histor + = -
Modifier les attributs du jeu de données Y
Rechercher des données ¥y x
= Attributes = Datatypes & Permissions
Trinity example s
Name
Trinity on data 2 and data 1: Gene to transcripts map = 413kB Qs 2
Info b

4: Trinity on data 2 and
1: Gene to transcripts
Add Tags @

7 lines
format tabular, génome de référence ?

Annotation - opvona

Wz
- - - ) - ? B9 OCuw%E?
Add an annotation or notes to a dataset; annotations are available when a history is viewed.

Database/Build - ostional

TRINITY_ON2_c@_gl TRINITY_DN2_c@_gl_il

e TRINITY_ON1_c@_g1 TRINITY_DN1_c@_gl_il
unspecified (?) g2 _ON1_cé g _DN1_c8_g1_:

TRINITY_DNS_c1_g1 TRINITY_DNS_ci_gl i1
Number of comment lines TRINITY_ON8_ce_gl TRINITY_DNe c8_gl_ il
TRINITY_ON8_ce_g2 TRINITY_DN@_cd_g2_ il

(]
a e 3: Trinityondata2anddata @ 2 W
Save Auto-detect o Aseembied ) int
2: reads.right.fq [ONV . |
1: reads.left.fq (oNP . |

31
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Dataset

Rename, annotate, change datatype...

ape . . - i + = -
Modifier les attributs du jeu de données History
Rechercher des données vy X
= Attributes = Datatypes - Permissions
Trinity example /s
£ Assign Datatype
New Type S413kB Qs £
HH &

tabular W

7 oy o T y 4: Trinityondata2anddata © /' B
This will change the datatype of the existing dataset but not modify its contents. Use this if Galaxy has incorrectly

1: Gene to transcripts ma
guessed the type of your dataset. i
Add Tags &
B save C Auto-detect )
7 lines

P . oy
& Convert to Datatype ormat tabular, génome de référence ?

Target datatype B9 O CwE?

csv (using 'Convert tabular to CSV') b4 TRINLTY_ON2_c@_g1 TRINITY_DN2_cd_gl_il

poe " = TRINITY_DN1_c@_gl TRINITY_DN1_c8_gl_il
This will create a new dataset with the contents of this dataset converted to a new format.

TRINITY_ONS_c1_g1 TRINITY_DNS_c1_gl il

+« Create Dataset TRINLTY_ONO_ce_gl TRINITY_DNe_co_gl_il

TRINITY_ONG_cO_g2 TRINITY_DNO_c8_g2_il

3: Trinityondata2anddata © /W

1: Assembled Transcripts
2: reads.right.fq [oNP . |
1: reads.left.fq [ORP 4 |

32
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Dataset

Download ; link to data

History 4R

Rechercher des données ¥ X

Trinity example /s

S 413kB Qs &

4: Trinityondata2anddata @ /' §
1: Gene to transcripts map

Add Tags &

7 lines
format tabular, genome de référence ?

TRINITY_ON2_ce_gl TRINITY_DN2_c@_gl_il
TRINITY_ON1_c@_gl TRINITY_DN1_c®_gl_il
TRINITY_ONS_c1_gl TRINITY_DNS_c1_gl i1
TRINITY_ONG_co_gl TRINITY_DN@_cd_gl_i1

TRINITY_ONS_cO_g2 TRINITY_DN®_c@_g2_il

3: Trinityondata2anddata © /W

1: Assembled Transcripts
2: reads.right.fq LoV 4 |
1: reads.left.fq (o RV N |
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Dataset

Informations

Dataset Information ALt/ &= =
Number 4 Rechercher des données ¥y X
Name Trinity on data 2 and data 1: Gene to transcripts map
Created Tuesday Jan 1ith 18:25:01 2022 GMT+1 Trinity example /s
Filesize 273 b

?
Dbkey ? S413kB Qs &
Format tabular

v a6

File contents contents 8 s “

History Content API ID 9ba7911219ddd4 3¢ 4: Trinityondata2 anddata © # B

History API ID 0©55d73e92eaa7468 1: Gene to transcripts map
UUID a479ce18-2fa8-4d27-89fb-e744e47d19d0 Add Tags‘
Originally Created From a L i
rinity.fjasta.gene_trans_maj
File Named e " £l

format tabular, génome de référence ?

Tool Parameters R
Bsﬂ@ﬂ&?

Input Parameter Value

Are you pooling sequence Yes

datasets? TRINITY_DN2_ce_g1 TRINITY_DN2 c®_gl il
- - . TRINITY_ON1_c@_g1 TRINITY_DN1_ce_gl_il
Paired or Single-end paired
data? TRINITY_ONS_c1_gl TRINITY_DNS_c1_gl1 i1
ata?

TRINITY_ON®_c@ g1 TRINITY_DNO_c®_gl_il
Left/Forward strand

1: reads.left.fq @28 TRINITY_ON®_ce_g2 TRINITY_DN@_ cd_g2 il

reads

Right/Reverse strand v

vk 2: reads.right.fq A 3:Trinityondata2 anddata @ # W

1: Assembled Transcripts

Strand specific data false

Jaccard Clip options False 2: reads.right.fq oW |
Run in silico normalization True
of reads 1: reads.left.fq LoV |

additional_params
Minimum Contig Length 200
Use the genome guided no
mode?
Error-corrected or circular

consensus (CCS) pac bio
reads 3 4
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Dataset

Re-run a job

/ Trinity de novo assembly of RNA-Seq data (Galaxy Version 2.9.1+galaxy2) w R v

Tool Parameters

Are you pooling sequence datasets?

Yes -
Paired or Single-end data?
Paired-end v

Left/Forward strand reads *

0 D 3: Trinity on data 2 and data 1: Assembled Transcripts = 5 =
1: (unavailable) reads.left.fq

i+

(—-left)

Right/Reverse strand reads °

o () 3: Trinity on data 2 and data 1: Assembled Transcripts - 2 =
2: (unavailable) reads.right.fq

(L]

(—-right)

Strand specific data
No

Jaccard Clip options

| @ Y No

History +

1

«
X

Rechercher des données

Trinity example /s

E413kB Qa2

Q

4: Trinityondata2anddata © /' B
1: Gene to transcripts map

Add Tags @

7 lines
format tabular, génome de référence ?

TRINITY_DN2_c@_g1 TRINITY_DN2_cd_gl_il

TRINITY_ON1_co_g1 TRINITY_DN1_c@_gl_il
TRINITY_DNS_c1_g1 TRINITY_DNS_c1_gl_il
TRINITY_ONG_c@_gl TRINITY_DNE_c8_gl_il

TRINLTY_ON®_c@_g2 TRINITY_DN®_cd_g2_il

3: Trinityondata2anddata © /W
1: Assembled Transcripts

2: reads.right.fq (o RV |

1: reads.left.fq LoV |
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Dataset

Visualisation tools

Histor o D —
search visualizations x y .
Rechercher des données v X
Bar Horizontal (NVD3)
E Renders a horizontal bar diagram using NVD3 hosted at http:/www.nvd3.org. Trinity example s
- Bar Horizontal Stacked (NVD3) S413k8 Qs &
- Renders a stacked horizontal bar diagram using NVD3 hosted at http://www.nvd3.org.
aF <&
. Bar Stacked (NVD3) 4: Trinityondata2anddata @ 2 W
- Renders a scatter plot using NVD3 hosted at http:/www.nvd3.org. 1: Gene to transcripts map
Add Tags @
Bar diagram (NVD3) = {ines

Renders a regular bar diagram using NVD3 hosted at http://www.nvd3.org. tormat génome de référence ?

Bar diagram (jqPlot) B¢ 0 i ?
Renders a bar diagram using jqPlot hosted at http://www.jqplot.com.

TRINITY_ON2_c@_gl TRINITY_DN2_c@_gl_il

Box plot (jqPlot) TRINITY_ON1_c@ gl TRINITY_DN1_cd_gl_il
Processes tabular data using R and renders a box plot using jaPlot hosted at http://www.jgplot.com. TRINITY_ONS_c1_g1 TRINITY_DNS_cl_gl_il

TRINITY_ONG_cO_g1 TRINITY_DNG_c8_gl il
Clustered Heatmap TRINLTY_ONG_ce_g2

e Applies hierarchical clustering to a matrix using R. The data has to be provided in 3-column format.
The result is displayed as clustered heatmap.

TRINITY_DNG_cd_g2_il

3:Trinityondata2anddata © / B
Discrete Histogram (jqPlot)

1: Assembled Transcripts
' Derives a discrete histogram from tabular data using R and renders a regular bar diagram using
JjaPlot hosted at http://www.jgplot.com. 2: reads.right.fq © /8
@ Editor 1: reads.left.fq LolV 8 |
Manually edit text
Example

EXAMPLE  This is a developer example which demonstrates how to implement and configure a basic d3-
based plugin for charts.

36
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Visualisations in Galaxy

'%" Helena Rasche 9 Saskia Hiltemann & Add Contributions!

() Updated: Jul 9, 2021
Bi Or view the plain-text slides without |S
Tip: press P to view the presenter notes

https://training.galaxyproject.org/training-material/topics/visualisation/slides/introduction.html
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Dataset

Show related items

History i R -

relatec:4 vy x

Trinity example s
S413k8 Qs ©
ar =

@ 4: Trinityondata2anddat © /' §
a 1: Gene to transcripts map

Add Tags @

7 lines
format tabular, génome de référence ?

B&’OC‘M?

TRINITY_DN2_c@_g1 TRINITY_DN2_c@_gl_il
TRINITY_ON1_c@ gl TRINITY_DN1_c8_gl_il
TRINITY_ONS_c1_g1 TRINITY_DNS_c1_gl_il1
TRINITY_ONB_cO_g1 TRINITY_DN@_c8_gl_il

TRINLTY_ONB_c@_g2 TRINITY_DN®_c@_g2_il

@ 2: reads.right.fq LoV |

@ 1: reads.left.fq LoV 4 |
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- ) History + & -
/ Trinity de novo assembly of RNA-Seq data (Galaxy Version 2.9.1+galaxy2) w R v
related:4 vy x
@ ves
Defaults to max. read coverage of 50. (--no_normalize_reads) Trinity example ’
Additional Options v
B 413kB Qs 2
Additional Options a &

Email notification
@ 4: Trinityondata2anddat © /' B

@) No a 1: Gene to transcripts map

Send an email notification when the job completes.

Add Tags @
7 lines
P Run Tool format tabular, génome de référence ?
Help B¢ 6 CwE

Trinity assembles transcript sequences from Illumina RNA-Seq data.

TRINITY_ON2_c@_g1 TRINITY_DN2_c8_gl_il

Tutorials TRINITY_ON1_c@_g1 TRINITY_DN1_cd_gl i1

There is 1 tutorial available which uses this tool. View all tutorials referencing this tool. [ TREINITY_ONS c1 gl TRINITY_DNS c1 g1 i1

TRINITY_ONB_ce_gl TRINITY_DNO_co_gl_il

Tutorials available in 1 category v TRINITY_ONG_ce_g2 TRINITY_DN@_c@_g2_il

Citations: [ @ 2: reads.right.fq oW |
- Grabherr, M. G., Haas, B. J., Yassour, M., Levin, J. Z., Thompson, D. A., Amit, I., Adiconis, X,, Fan, L., o 1: reads.left.fq oW |
Raychowdhury, R., Zeng, Q., Chen, Z,, Mauceli, E., Hacohen, N., Gnirke, A,, Rhind, N., di Palma, F., Birren, B.

W., Nusbaum, C,, Lindblad-Toh, K., ... Regev, A. (2011). Full-length transcriptome assembly from RNA-Seq

data without a reference genome. Nature Biotechnology, 29(7), 644-652. https://doi.org/18.1838/nbt.1883

Visit Citation 4

Requirements: See details [4

- trinity (Version 2.9.1)

- coreutils (Version 8.32)

- rsync (Version 3.2.3) 39
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History & datasets

0 Galaxy Training! [ Using Galaxy and Managing your Data 1@ Leamning Pathways ~ ® Help ~ & settings ~  Q Search Tutorials

Understanding Galaxy history system

Anton Nekrutenko |

s Saskia Hiltemann

Editor(s)

Ekaterina Polkh Cristébal Gallardo ' |

i Q Bérénice Batut | 6 Bjorn Griining }

@ Questions:
« How do Galaxy histories work?
Objectives:
« Gain understanding on navigating and manipulating histories

X Time estimation: 38 minutes
2 Supporting Materials:
@FAGs EMRecordings~ 4 Available on these Galaxies ~
) Published: Feb 26, 2017
£ Last modification: Mar 27, 2623
&6 License: Tutorial Content is licensed under Creative Commons Attribution 4.8 International License. The GTN Framework is licensed under MIT
@ PURL: httos://gxy.io/GTN.TOE158
® recent ratings, 4 all time)

-O- Revision: 12

This tutorial has been tested to work with 23.6

« Galaxy’s Interface may be different to the Galaxy where you are following this tutorial.

Frequently Asked . All tutorial steps will still be able to be followed (potentially with minor differences for moved buttons or changed icons.)
Questi

il . Tools will all still work

Feedback

When data is uploaded from your computer or analysis is done on existing data using Galaxy, each output from those steps generates a
dataset. These datasets (and the output datasets from later analysis on them) are stored by Galaxy in Histories.

The History

All users have one ‘current’ history, which can be thought of as a workspace or a current working directory in biocinformatics terms.
Your current history is displayed in the right hand side of the main ‘Analyze Data’ Galaxy page in what is called the history panel.

https://training.galaxyproject.org/training-material/topics/galaxy-interface/tutorials/history/tutorial.html

Supplementary material on deleting data:
https://training.galaxyproject.org/training-material/topics/galaxy-interface/tutorials/download-delete-data/tutori
al.html#tdeleting-data-from-galaxy
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Tips & tricks
Handle tool errors
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Tools - Handle errors

History c+DO9
search datasets 0 o

Error example
4 shown, 1 hidden

772 b =R X

4: NCBI Accession Downlo & ¢ X
adon:Log

3: NCBI Accession Download on X
: Downloaded Files
a list with 1 item

€)2: NCBl AccessionDo @ ¢* X
wnload on : Log

error
An error occurred with this dataset:
NCBI Entrez returned error code 400, ar
Failed to download file with id AAG1927

< >
nBLOC? D
01: NCE gccesion Download X
on : Downloaded Files
a list
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Tools - Handle errors

Downloading accession number: AAG19274.1 ... History S4+MB
Failed to download file with id RAG19274.1 from NCBI
failed.

search datasets 9 0

Error example

4 shown, 1 hidden
772b B®®

4: NCBI Accession Downlo @ ¢ X
adon:Log

3: NCBI Accession Download on x
: Downloaded Files
a list with 1 item

°2.NCBIAceelslon
wnload on: log

View data

€ 1: NCBI Accession Db
on : Downloaded Files
alist
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Tools - Handle errors

x . e
NCBI Accession Download History c+ODS
Dataset Information search datasets 00
Number 2

Error example
Name NCBI Accession Download on : Log
Created Monday Jan 10th 4:13:29 2022 UTC o, |- birden
Filesize 109 b 772 b ER %
Dbkey ?
Format txt i

4: NCBI Accession Downlo & ¢ X
File contents contents ad on: Log
History Content APl ID 11e6e18a7189130f
History API ID 21c4852849066ede 3: NCBI Accession Download on X
UUID 6882ed13-dee0-4ccc-9b85-b645f5d911F7 : Downloaded Files

a list with 1 item

Tool Parameters ©2: NCBl AccessionDo~ ® & X
Input Parameter Value wnload on : Log
Select source for IDs accession_list S or
ID List AAG19274.1 An error occurred with this dataset:
Molecule Type nucleotide NCBI Entrez returned error code 400, ar
File Format FASTA Failed to download file with id AAG1927
< >
:?I:vr:: handle download Abort with error on first failure
xpoeoc 1 »e
Job Information MJ’-
01: ign Download X
Galaxy Tool ID: toolshed.g2.bx.psu.edu/repos/iuc/ncbi_acc_download/ncbi_acc_download on: Downloaded Files
/0.2.7 +galaxy0 @ st
Command Line empty
Tool Standard Output NCBI Entrez returned error code 400, are ID(s) AAG19274.1 valid? e
Tool Standard Error Failed to download file with id AAG19274.1 from NCBI 2

T ' Tt Cadar 1
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Tools - Handle errors

Dataset Error Report History S+mB

An error occurred while running the tool toolshed.g2.bx.psu.edu/repos/iuc/ncbi_acc_download search datasets 00
/nchi_acc_download/0.2.7 +galaxy0.

Error example

Details 4 shown, 1 hidden

Execution resulted in the following messages: 772 b D9
4: NCBI Accession Downlo & ¢° X
adon:lLog

Tool generated the following standard error:

3: NCBI Accession Download on X
Failed to download file with id AAG19274.1 from NCBI : Downloaded Files
a list with 1 item

—Tfroubteshootmg
2: NCBl AccessionDo @ ¢ X

There are a number of helpful resources to self diagnose and correct problems. wnload on : Log

Start here: My job ended with an error. What can | do?
error

An error occurred with this dataset:

Issue Report
Py NCBI Entrez returned error code 400, ar
Please provide detailed information on the activities leading to this issue: Eailed to download file with id AAG1927
\< >
nRBSLOS? » o
View or report this error
Yy '3 1: NCBI Accession Download b 4
on : Downloaded Files

4y
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Tools - Handle errors

Dataset Error Report History S+mB

An error occurred while running the tool toolshed.g2.bx.psu.edu/repos/iuc/ncbi_acc_download search datasets 00
/nchi_acc_download/0.2.7 +galaxy0.

Error example

Details 4 shown, 1 hidden

Execution resulted in the following messages: 772 b D9
4: NCBI Accession Downlo & ¢° X
adon:lLog

Tool generated the following standard error:

3: NCBI Accession Download on X
Failed to download file with id AAG19274.1 from NCBI : Downloaded Files
a list with 1 item

Troubleshooting https://galaxyproject.org/support/tool-error/
02: NCBI AccessionDo @ ¢ X
There are a number of helpful resources to self diagnose and correct problems. wnload on : Log
Start here: My job ended with an error. What can | do?
error
lssue Re port An error occurred with this dataset:
Py NCBI Entrez returned error code 400, ar
Please provide detailed information on the activities leading to this issue: Eailed to download file with id AAG1927
\< >
nRBSLOS? » o
View or report this error
Yy '3 1: NCBI Accession Download b 4
on : Downloaded Files
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Tools - Handle errors

Dataset Error Report History S+mB

An error occurred while running the tool toolshed.g2.bx.psu.edu/repos/iuc/ncbi_acc_download search datasets 00
/nchi_acc_download/0.2.7 +galaxy0.

Error example

Details 4 shown, 1 hidden

Execution resulted in the following messages: 772 b D9
4: NCBI Accession Downlo & ¢° X
adon:lLog

Tool generated the following standard error:

3: NCBI Accession Download on X
Failed to download file with id AAG19274.1 from NCBI : Downloaded Files

a list with 1 item

Troubleshooting
) 02: NCBI AccessionDo @ ¢ X
There are a number of helpful resources to self diagnose and correct problems. wnload on : Log
Start here: My job ended with an error. What can | do?
error
Iss Re port An error occurred with this dataset:
> vt oo y . - Ay NCBI Entrez returned error code 400, ar
Please provide iled information on the activities le g to this issue: Eailed to download file with id AAG1927
S 2
nRBSLOS? » o
View or report this error
Yy '3 1: NCBI Accession Download b 4
on : Downloaded Files
a list

For usegalaxy.fr, create a new request on
https://community.france-bioinformatique.fr/c/galaxy

4/


https://community.france-bioinformatique.fr/c/galaxy

Hands-on

TOOLS
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https://training.galaxyproject.org
/training-material/topics/introduc

Introduction to Galaxy Learning Help Settings Search Tutorials
Analyses Pathways 2 X

c Galaxy Training!

Galaxy Basics for genomics

Authors: . @ Nicola Soranzo

) ijb'm GrUning"} .g Anne Pajon

g Saskia Hiltemann

@ Anton Nekrutenko". i

Clemens Blank

@ Helena Raschen}

@ Questions:

« Which coding exon has the highest number of single nucleotide polymorphisms (SNPs) on human chromosome 227
Objectives:

« Familiarize yourself with the basics of Galaxy

« Learn how to obtain data from external sources

« Learn how to run tools

« Learn how histories work

« Learn how to create a workflow

« Learn how to share your work
X Time estimation: 1 hour
72 Level: Introductory /&
2 Supporting Materials:

(DDatasets  «@Workflows (@D FAQs WMRecordings~ % Available on these Galaxies ~

) Published: Dec 19, 26816
™ Last modification: May 3, 26824
&l License: Tutorial Content is licensed under Creative Commons Attribution 4.8 International License. The GTN Framework is licensed
under MIT
f# PURL: https://gxy.io/GTN:TO8186
€7 Rating: 4.1 (18 recent ratings, 141 all time})
-O- Revision: 131

Run next steps
Setting the stage: This tutorial aims to familiarize you with the Galaxy user interface. It will teach you how to perform basic tasks

Exons and SNPs such as importing data, running tools, working with histories, creating workflows, and sharing your work.

G
ready

t your workspace

© Comment: Results may vary

Analysis

tion/tutorials/galaxy-intro-101/tu
torial.html

Your results may be slightly different from the ones presented in this tutorial due to differing versions of
Historie . . S

b5 ;” 2 awo s tools, reference data, external databases, or because of stochastic processes in the algorithms.
workflows: A brief

introduction

Share your work
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Datatypes: a short overview

DATASET
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Dataset - Datatypes

e Every Galaxy dataset is associated with a datatype.

e Datasets produced by a tool have their datatype assigned by the

tool

4: Trinity on data 2 an
d data 1: Gene to trans
cripts map

LOIP 2 4

7 lines

format: tabular, Hatabase: ?

LD LT THTI
L/ TR~
REANRRARRRAY

BSOS ? »e

TRINITY. DN2 c@ g1 TRINITY. DN2 c@ gl i1
TRINITY. DN1 c@ g1 TRINITY. DN1 c@ gl i1
TRINITY_DNS_c1 g1 TRINITY.DNS c1 gl i1
TRINITY. DN@ c@ g1 TRINITY DNG @ gl i1

TRINITY_DN@_c@ g2 TRINITY_DNG c@ g2 il

17: exons.bed

@ 4 X

12,410 regions
format: bed, l)énome de référence: ?

uploaded bed file
B&Ow?

display in IGB View
display with IGV local
1.Chrom 2.Start 3.End
chr22 16258185 16258303
chr22 16266928 16267095
chr22 16268136 16268181
chr22 16269872 16269943

chr22 16275206 16275277
<

»e

4.Name

uc@02z1h.1_cds_1_0_chr22_16:
uc@02z1h.1_cds_2_0_chr22_16:
uc@02z1h.1_cds_3_0_chr22_16:
uc@02z1h.1_cds_4 0_chr22_16:

uc002z1h.1_cds_5_0_chr22_16:

>

4: reads-fw.fastq

1.2 MB

format: fastqsanger,

genome de reference: dm3

uploaded fastgsanger file

BYOw? »e

@SRRO31714.1 HWI-EAS299_130MNEAAXX:2:1:785:5!
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA

+

IIIIIIIIIIIIIIINIIIIIIIIIIIIIIIINININII
@SRR@31714.2 HWI-EAS299_130MNEAAXX:2:1:1703:!
< >

1: Drosophila_melanogaster.BD @ & X

GP6.22.cds.all.fa.gz

format: fasta.gz, g}nome de référence: ?

uploaded fasta.gz file
& O ? »e

display with IGV local

>FBtr@070129 cds chromosome:BDGP6.22:X:656673:657899:1
ATGCCCAGCATCAAGTTGCAATCTTCGGATGAGGAGATCTTTGACACGGATATC
GCCAAGTGCTCCGGCACTATCAAGACCATGCTGGAGGACTGCGGCATGGAGGAC!
AATGCCATTGTGCCGTTGCCCAATGTGAATTCGACGATTCTTCGCAAGGTGCTT.
GCTCACTACCACAAGGACGACCCCCAGCCAACGGAGGATGATGAGAGCAAGGAG.
< >
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Dataset - Datatypes

Common text formats:
e txt: plain text ('.txt')

e tabular: tab delimited ('.tab’, ".txt', etc.)

wt 37 2 wt 37 3 wt 37 1
TR24[c0 gl il 90.00 67.00 85.00
TR2779]c0 gl i1 186.00 137.00 217.00
TR127|cl gl il 9.0023.00 16.00

e csv: comma-separated values ('.csv')  vear,make,mogel

1997, Ford,E350
2000,Mercury, Couga

e html: standard language for web pages *

<!DOCTYPE html>
<html>
<head>
<title>This is a
title</title>
</head>
<body>
<p>Hello world!</p>
</body>
</html> 52



Dataset - Datatypes

@ Station Biologique
g Roscoff
A

Tools w
search tools 0
& Upload Data
Get Data =
Send Data

Collection Operations

GENERAL TEXT TOOLS
Text Manipulation
Filter and Sort

Join, Subtract and Group

GENOMIC FILE MANIPULATION
Convert Formats
FASTA/FASTQ
FASTQ Quality Control
SAM/BAM
BED
VCF/BCF
Nanopore
COMMON GENOMICS TOOLS
Operate on Genomic Intervals
Fetch Alignments/Sequences
GENOMICS ANALYSIS

<



Dataset - Datatypes

Common binary formats:

e data: generic binary format

e zip, tar: archives

* pdf, png, jpg, bmp, tiff, gif. images

¢ rdata: statistical computing program R

e bam, wig, bigwig: sequence alignment
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Dataset - Datatypes

Sequence file formats:

e fasta: a single-line description with '>', followed by lines of
sequence data ('.fasta’, '.fas')

>sequencel
atgcgtttgcgtgcatgcgtttgecgtgcatgegtttgegtgcatgegtttgegtyg
C

atgcgtttgcgtgce

>sequence?
tttcgtgcgtatagtttcgtgecgtatagtttcgtgecgtatagtttcgtgecgtata
g

tggcgeggt

e fastq: sequence + quality score ('.fastq’, '.fq')

@SEQ_ID
GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTT
T

+

DUk ((((F*%4) ) 5%5++) (%35%) . 1***—4% 1)) **55CCF>>>>>>CCCCCCCH
5

@SEQ_ID2
GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTT

_|_
PUVVHR(C(((F**4) ) $55++) (5%%%) . 1***—+*1 1)) **55CCF>>>>>>CCCCCCC6 55



Dataset - Datatypes

@ Station Biologique
g Roscoff
A

Tools w
search tools 0
& Upload Data
Get Data =
Send Data

Collection Operations
GENERAL TEXT TOOLS

Text Manipulation
Filter and Sort

Join, Subtract and Group

GENOMIC FILE MANIPULATION
_Convert Formats
FASTA/FASTQ
FASTQ Quality Control
" SAM/BAM
BED
VCF/BCF

Nanopore
COMMON GENOMICS TOOLS
Operate on Genomic Intervals
Fetch Alignments/Sequences
GENOMICS ANALYSIS

<
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Dataset - Datatypes

Sequence file formats:

e gff3, bed, genbank: sequence + annotations

track name=pairedReads description="Clone Paired Reads"

bed useScore=1
chr22 1000 5000 cloneA 960 + 1000 5000 O 2 567,488, 0,3512

chr22 2000 6000 cloneB 900 - 2000 6000 0 2 433,399, 0,3601

##gff-version 3

ctgl23 . exon 1300 1500 . +
ID=exon00001
ctgl23 . exon 1050 1500 . +
gff3 ID=exon00002
ctgl23 . exon 3000 3902 . +
ID=exon00003
##FASTA
>ctgl23
cttctgggcgtacccgattctcggagaacttgccgcaccattcececgectt
g

tgttcattgctgcctgcatgttcattgtctacctcggctacgtgtgget

http§://genome.ucsc.edu/FAQjFAQformat.htmI#format3
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Dataset - Datatypes
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A

e On upload, datatype can be detected or user specified.

Download from web or upload from disk

Regular Composite Collection Rule-based

You added 1 file(s) to the queue. Add more files or click 'Start' to proceed.

Name Size Type Genome Settings

8 lqueryifa 31k8 |[Auto-de.. Q| &

’ /_\ i \
Auto-detect
ab1

agilentbrukeryep.d.tar
agilentmasshunter.d.tar
arff

asn1

asn1-binary
Type (setall):| ° voal:| . Additional ... |

LlChoose local files BChoose remote files [#'Paste/Fetch data Pause Reset
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Dataset - Datatypes

e Change the datatype of a dataset

Edit dataset attributes

= Attributes £ Convert £ Datatypes

Change datatype

New Type

tabular

& Permissions

) Detect datatype

trk

trr

tsv

ttl
twobit
txt

uniprotxml

# Change datatype
|
/
v

History c+mos
search datasets 0 o

Trinity example

4 shown

4034 KB D®e

4:Trinityondata2an ® 4" X
d data 1: Gene to
ipts map

7 lines
format: tabular, database: ?

LD LTI
L Z T~
FNTEETEETE

BSOS ? »e

TRINITY_DN2_ @ g1 TRINITY_ONZ_c@ gl i1
TRINITY_DN1_ @ g1 TRINITY_ON1 @ gl i1
TRINITY_DNS_c1_g1 TRINITY_ONS_c1 gl i1
TRINITY_DN@ @ g1 TRINITY_DNG_ @ gl i1

TRINITY_ON® c@ g2 TRINITY_DNG C@_g2_i1

3: Trinityondata2and @& ¢ X
data 1: Assembled Tran

scripts 5 9
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Dataset - Datatypes

e Many tools will only accept input datasets with the

appropriate datatype assigned.

Trinity de novo assembly of RNA-Seq data (Galaxy A Favorite
Version 2.9.1+galaxy?2)

Are you pooling sequence datasets?

Yes

Paired or Single-end data?

Paired-end

Left/Forward strand reads

& Versions

D O No fasta, fastgqsanger or fastqsanger.gz dataset available.

(--left)

Right/Reverse strand reads

D | O No fasta, fastqsanger or fastqsanger.gz dataset available.

(--right)

Strand specific data

' No

¥ Options

History c+me
search datasets e o

Trinity example

2 shown, 2 deleted

4034 KB e
2: reads.right.fq (O 4
100 sequences

format: fastq, database: ?

uploaded fastgsanger file
BSOw? »e

(©51DFRANXX128284:1:188: 18404 : 3878/2
CTCAAATGETTAATTCTCAGGCTGCARATATTCGT TCAGGATGEAMG
+
CeCCCCCCONMCCCCCCCCCCCCOCCCCCOCCCCCOoooooooooco

(@51DFRAAXX128284 : 1:188: 18497 :13422/2

< >
1: reads.left.fq @ 4 x
100 sequences

format: fastq, database: ?

uploaded fastgsanger file
BSOw? »e
(©51DFRANXX188284 : 1: 100: 18494 : 3878/ 1 60

ACTGOATCCT GRARAGANTCAATGETGECCGEAAMGTGTTTTTCAAN
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Dataset - Datatypes

e Many tools will only accept input datasets with the

appropriate datatype assigned.

History c+me

Trinity de novo assembly of RNA-Seq data (Galaxy <y Favorite B Versons ~ Options
Version 2.9.1+galaxy?2) search datasets e o
Are you pooling sequence datasets? Trinity example
Yes v 2 shown, 2 deleted
Paired or Single-end data? 20 RD 2®e
Paired-end v
2: reads.right.fq (O 4
Left/Forward strand reads 100 sequences
1 S A s | No fasta, fastgqsanger or fastqsanger.gz dataset available. 2 F e = e
uploaded fastgsanger file
@SEQ ID P ®e
GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTT - [rocenenssaan
T ST TCTCAGGCTGOAAATATTCET TCAGGATGGAMG
+ ([
PYUX ((((X*F*4) ) $3%++) ($%%%) . 1x**—4* 1 1)) **55CCE>>>>>>CCCCCCCH [ .
5
@ x
@SEQ ID2 pft.fe s

GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTT

nces
rtq, database: ?

T B

lcs/introduction/tutorials/galax | e

2SS ) (5555 CCT CCCCCTTH

y-intro-ngs-data-manadment/tutorial.htmi#introduction-to-séquencing-data 61

TTTTTCAAL
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o
Hands-on

TOOLS (sequence G

files manipulation)
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Tools (sequence files manipulation) — Hands-on

Part 1:

You have sequencing data from your favorite species. You
want to check the quality of your sequences and to map on

the reference genome.
Case of Drosophila melanogaster (dm)
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Tools (sequence files manipulation) — Hands-on

Part 1:

You have sequencing data from your favorite species. You
want to check the quality of your sequences and to map on

the reference genome.
Case of Drosophila melanogaster (dm)

. RNAseq
Reads quality _
mapping
control ; :
Raw data Reference :
FastQC : bam files
Paired genome
g l
RnaSTAR Additionnal
MUltIQC output files
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P Roscoff

Galaxy France

Tools b

fastqc X

X Upload Data
@ Show Sections

FastQC Read Quality reports

fastp - fast all-in-one preprocessing for
FASTQ files

FROGS Pre-process merging, denoising
and dereplication

WORKFLOWS

All workflows

4 Workflow Visualize Données partagées~ Aide~ Authentification et Enregistrement & ‘

/4 FastQC Read Quality reports (Galaxy Version 0.73+galaxy0) & v

! Please provide a value for this option.
Raw read data from your current history

@ @ OO Nofastg, fastq.gz fastq.bz2, bam or sam dataset available. v | INES (N

Contaminant list

D O O No tabular dataset available. - X =

tab delimited file with 2 columns: name and sequence. For example: lllumina Small RNA RT Primer CAAGCAGAAGACGGCATACGA

Adapter list
] B No tabular dataset available. v 2 >

List of adapters adapter sequences which will be explicity searched against the library. It should be a tab-delimited file with 2 columns: name and
sequence. (--adapters)

Submodule and Limit specifing file

D O O No txt dataset available. v X =

a file that specifies which submodules are to be executed (default=all) and also specifies the thresholds for the each submodules warning
parameter

Disable grouping of bases for reads >50bp

@No

Using this option will cause fastqc to crash and burn if you use it on really long reads, and your plots may end up a ridiculous size. You have been
warned! (--nogroup)

Lower limit on the length of the sequence to be shown in the report
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Part 1:

Tools (sequence files manipulation) — Hands-on

You have sequencing data from your favorite species. You
want to check the quality of your sequences and to map on
the reference genome.

Case of Drosophila melanogaster (dm)

1.
2.
3.

Look into the description of the tool FastQC, what is its purpose ?
Does it takes compressed files ? ".gz"

Which encoding of the file (in FastQC results, basic statistics) ? =>
edit if needed the datatype of your reads files

Look at mapping tools, map your reads on genome with RNA STAR.

What is the default parameter of the option "Maximum ratio of
mismatches to mapped length" in RNA STAR ?

How to map on another reference genome or assembly release ?
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Tools (sequence files manipulation) — Hands-on

Part 2:

You have new sequences that you want to compare with
the gene and protein databases from your favorite species
(BLAST).

Case of Drosophila melanogaster (dm)

Create new history

Import CDS and peptide sequences databases
Import query sequences

Make BLAST databases

Run BLAST against the CDS database

Run BLAST against the protein database

S o
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Tools (sequence files manipulation) — Hands-on

Part 2:

You have new sequences that you want to compare with
the gene and protein databases from your favorite species
(BLAST).

Case of Drosophila melanogaster (dm)

Create new history

Import CDS and peptide sequences databases

Import query sequences

Make BLAST databases Bilast --> NCBI BLAST+ makeblastdb
Run BLAST against the CDS database

Run BLAST against the protein database

S o
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Tools (sequence files manipulation) — Hands-on

Part 2:

You have new sequences that you want to compare with
the gene and protein databases from your favorite species
(BLAST).

Case of Drosophila melanogaster (dm)

Create new history

Import CDS and peptide sequences databases

Import query sequences

Make BLAST databases Blast --> NCBI BLAST+ makeblastdb

Run BLAST against the CDS database  Blast --> NCBI BLAST+ blastn
Run BLAST against the protein database

S o
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Tools (sequence files manipulation) — Hands-on

Part 2:

You have new sequences that you want to compare with
the gene and protein databases from your favorite species
(BLAST).

Case of Drosophila melanogaster (dm)

Create new history

Import CDS and peptide sequences databases

Import query sequences

Make BLAST databases Bilast --> NCBI BLAST+ makeblastdb

Run BLAST against the CDS database  Blast --> NCBI BLAST+ blastn
Run BLAST against the protein database  Bilast --> NCBI BLAST+ blastx

S o
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DATASET COLLECTION
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Dataset collection

e Problematic: you have a large numbers of datasets to
send through the same analysis
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Dataset collection

e Problematic: you have a large numbers of datasets to
send through the same analysis

e Solution 1: select multiple datasets as input
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Dataset collection

Select multiple datasets as input

Workflow: Find exons with the highest number of features

Exons

D O 1: exons.bed

Features

Multiple datasets

exons.bed

P Run Workflow

v 4 =
A 1 &=
&

%3 This is a batch mode input field. Separate jobs will be triggered for each
dataset selection.

& R

Expand to full workflow form.

History

search datasets

Galaxy initiation -
multiple datasets

3 shown

10.72 MB

3: repeats.bed
2: snps.bed

1: exons.bed

[ N IR

00

B®®

(ORP 4
(ORP 48 4

(O 48 4
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Dataset collection

Select multiple datasets as input

Successfully invoked workflow Find exons with the highest number of features - 2 times.

o

This workflow will generate results in multiple histories. You can observe progress in the history
multi-view,

View Report 1 &
7 of 7 steps successfully scheduled.
5 of 5 jobs complete,
Download BioCompute Object
» Inputs
» Steps

View Report2 &
7 of 7 steps successfully scheduled.
5 of 5 jobs complete.
Download BioCompute Object
» Inputs
» Steps

History

search datasets

Galaxy initiation -

c+ms
00

multiple datasets

5 shown, 2 deleted, 6 hidden

11.61 MB E®e
12: Top 5 exon IDs OW 4B
7: Top 5 exon IDs O 2
3: repeats.bed OW 2B
2: snps.bed O 4B
1: exons.bed @ & %
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Dataset collection

e Problematic: you have a large numbers of datasets to
send through the same analysis

e Solution 1: select multiple datasets as input

e Solution 2: create a dataset collection (any number of
datasets bundled as a single entity, i.e. minimize clutter)
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Dataset collection

e Problematic: you have a large numbers of datasets to
send through the same analysis

e Solution 1: select multiple datasets as input

e Solution 2: create a dataset collection (any number of
datasets bundled as a single entity, i.e. minimize clutter)

— Dataset list: set of files of the same type
— Dataset pairs: pairs of read files (forward, reverse)

— List of dataset pairs
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Dataset collection

e Problematic: you have a large numbers of datasets to
send through the same analysis

e Solution 1: select multiple datasets as input

e Solution 2: create a dataset collection (any number of
datasets bundled as a single entity, i.e. minimize clutter)

— Dataset list: set of files of the same type
— Dataset pairs: pairs of read files (forward, reverse)
— List of dataset pairs

e Galaxy runs the tool automatically on each dataset
using the same settings
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Dataset collection

Creating a collection from datasets in your history. Renaming. Tagging.

» Click on |4 Select Items at the top of the history panel With 2 selected...
Hide
E163MB 017 W52 & Delete

Delete (permanently)

g:: ol

Build Dataset Pair

Check all the datasets in your history you would like to include ' Build List of Dataset Pairs

Click n of N selected and choose Build Dataset List Build Collection from Rules

Enter a name for your collection
Change Database/Build

Click Create collection to build your collection
Add tags

Click on the checkmark icon at the top of your history again
Remove tags

o=
*?:%5 https://training.galaxyproject.org/training-material/fags/galaxy/#collections
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Dataset collection
Use a collection as input

NCBI BLAST+ blastx Search protein database with translated o Eavorite
nucleotide query sequence(s) (Galaxy Version 0.3.3)

¥ Options

Nucleotidg query sequence(s)

D O 12: queries
his is a batch mode input field. Separate jobs will be triggered for each dataset
selection
(-query)
Subject database/sequences

BLAST database from your history

Protein BLAST database

i O L I s 8: protein BLAST database from data 2 v 2

Query genetic code
1. Standard

(-query_gencode)

Type of BLAST

© blastx - Traditional BLASTX to compare translated nucleotide query to protein database
O blastx-fast - Use longer words for seeding, faster but less accurate

(-task)

Set expectation value cutoff

0.001

(-evalue)
Output format
Tabular (extended 25 columns)

I s rnd)

History c+Os

search datasets

blast hands-on 2022

8 shown, 10 hidden

66.36 MB

00

B®®

13: NCBI BLAST + blastn across ¢ X

ollection 12
a list with 5 items

12: queries x
a list with 5 items

11: blastx query5.favs '‘pr @ ¢ X
otein BLAST database fro

m data 2°

10: megablast query5.fa [ORP 48 4
vs 'nucleotide BLAST data

base from data 1’

9: nucleotide BLAST data @ 4 X
base from data 1

8: protein BLAST databas @ ¢ X
e from data 2

2: Drosophila_melanogast ® ¢ X
er.BDGP6.22.pep.all.fa.gz

1: Drosophila_melanogast @& ¢ X
er.BDGP6.22.cds.all.fa.gz
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Dataset collection

Use a collection as input

q Executed NCBI BLAST + blastx and successfully added 5 jobs to the queue.

The tool uses 2 inputs:

* 12: queries
« 8: protein BLAST database from data 2

It produces 5 outputs:

¢ 20: blastx query5.fa vs ‘protein BLAST database from data 2’
« 21: blastx query4.fa vs ‘protein BLAST database from data 2’
« 22: blastx query3.fa vs 'protein BLAST database from data 2’
« 23: blastx query2.fa vs ‘protein BLAST database from data 2’
* 24: blastx query1.fa vs ‘protein BLAST database from data 2’

You can check the status of queued jobs and view the resulting data by refreshing the History
panel. When the job has been run the status will change from ‘running'’ to 'finished’ if
completed successfully or 'error' if problems were encountered.

o Tool recommendation

You have used ncbi_blastx_wrapper tool. For further analysis, you could try using the
following/recommended tools. The recommended tools are shown in the decreasing order of
their scores predicted using machine learning analysis on workflows. Therefore, tools at the top
may be more useful than the ones at the bottom. Please click on one of the
following/recommended tools to open its definition.

NCBI BLAST+ blastx @——————————@ Tabular-to-FASTA

History o +0O

e

search datasets 0 0

blast hands-on 2022
9 shown, 10 hidden
66.36 MB =R

19: NCBI BLAST + blastx acros X
s collection 12
a list with 5 items

13: NCBI BLAST + blastn acros X
s collection 12
a list with 5 items

12: queries X
a list with 5 items

11: blastx query5.favs @ ¢ X
‘protein BLAST databas
e from data 2'

10: megablast query5.f ® ¢ X
a vs ‘nucleotide BLAST
database from data 1°

9: nucleotide BLASTda @& ¢ X
tabase from data 1

8: protein BLAST datab @ ¢ X
ase from data 2

2: Drosophila_melanog @ &' X
aster.BDGP6.22.pep.all.
fa.gz
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Use dataset collection tools:

Tools o
search tools o
X Upload Data
Get Data -
Send Data

e . https://training.galaxyproject.org/training-material/topics/galaxy-interface
ollection Operations

iy /tutorials/collections/tutorial.html#collection-operations
Text Manipulation

Filter and Sort

Join, Subtract and Group
GENOMIC FILE MANIPULATION
Convert Formats
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED

VCF/BCF

Nanopore

COMMON GENOMICS TOOLS
Operate on Genomic Intervals

Fetch Alignments/Sequences
GENOMICS ANALYSIS

Ve
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Use-case: RNA-seq analysis

Condition 1 Condition 1 Condition 1
(a collection) |a collection) |a collection)

counts

/

(HiSat/STAR) (htseq_count)
E— E—

Condition 2 Condition 2 Condition 2
(& collection) [a collection) {acollection)
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FYI: Interesting resource
on dataset collections

https://training.galaxyproject.org

/training-material/topics/galaxy-i
nterface/tutorials/collections/tut
orial.html

ﬁ Galaxy Trainin%rsing Galaxy and Managing your Languages Help Extras  Search Tutorials
'ata v v v

Using dataset collections

Authors: U Anton Nekrutenko & Add Contributions!

® Questions: @ ®
e How to manipulate large numbers of datasets at once? -
© Objectives:
e Understand and master dataset collections
X Time estimation: 30 minutes
= Level: Intermediate |

£ Supporting Materials:
(D Datasets W¢GTN Video Library ~
) Last modification: Nov 16, 2021
&I5 License: Tutorial Content is licensed under Creative Commons Attribution 4.0 International License The GTN Framework is
licensed under MIT

Here we will show Galaxy features designed to help with the analysis of large numbers of samples. When

Getting data you have just a few samples - clicking through them is easy. But once you've got hundreds - it becomes

very annoying. In Galaxy we have introduced Dataset collections that allow you to combine numerous

Crestinga paired datasets in a single entity that can be easily manipulated.

dataset collection

Processing data
organized as a G tt s d t
collection e I n g a a

Collection First, we need to upload datasets. Cut and paste the following URLs to Galaxy upload tool (see a Q Tip on
operations how to do this below).

Frequently Asked

i
Questions https://zenodo.org/record/5119008/files/M117-bl_1.fq.gz

Feedback https://zenodo.org/record/5119008/files/M117-bl_2.fq.gz
https://zenodo.org/record/5119008/files/M117-ch_1.fq.gz
https://zenodo.org/record/5119008/files/M117-ch_2.fq.gz
https://zenodo.org/record/5119008/files/M117C1-bl_1.fq.gz

e ol o R e ol e e i e (P (o Bl ol v wmy Suun S e

Citing this Tutorial
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Collection — Hands-on

Part 2:

You have new sequences that you want to compare with
the gene and protein databases from your favorite species
(BLAST).

Case of Drosophila melanogaster (dm)

Create new history

Import CDS and peptide sequences databases

Import query sequences

Make BLAST databases

Run BLAST against the CDS database

Run BLAST against the protein database

Create a dataset list with all the query sequences

Run BLAST against the CDS database on the dataset list

© NSO O W=
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[ Exons ] / bedtools # Datamash 0 > x A Select first 0 > x
Intersect intervals

output (input) Sort Query

[0 Datamash on input
dataset(s) (tabular)

O outfile (input)

[ Features

output (input) two Datasets

) Compare

out_file1 (input)

What?
e A sequence of tool operations and parameters
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output (input) ) Sort Query

‘ O outfile (input)

out_file1 (input)

Why?
e Re-run the same analysis on different input data sets
e Change parameters before re-running a similar analysis

e Make use of the workflow job scheduling (jobs are
submitted as soon as their inputs are ready)

e Share workflows for publication and with the community
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output (input) ) Sort Query

‘ O outfile (input)

out_file1 (input)

How?
e Extracted from a history

e Built manually by adding and configuring tools using the
canvas

e |Imported using an existing shared workflow
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A

Our workflow with Galaxy

Find exons with the highest number of features

& bedtools /& Datamash 2> X A Select first 0 > x

Intersect intervals

output (input) Input tabular dataset Sort Query

[J Datamash on input [ outfile (input)

dataset(s) (tabular)

[ Features 6] # Compare o >
two Datasets

output (input)

%) Compare

out_file1 (input)

— 100% r
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Workflow

From history

I ne Toliowing Ilist contains eacn 1tool tnat was run 1o create tne aatasets In your current nistory. riease seliect tnose tnat RS T ™ LLI v

you wish to include in the workflow. History Actions w

Tools which cannot be run interactively and thus cannot be incorporated into a workflow will be shown in gray. Copy

Share or Publish

Workflow name

Workflow constructed from history 'tuto-galaxy-intro-101

i [
Extract Workflow >
Check all Uncheck all

Set Permissions

Create Workflow

: D X
Tool History items created Make Private i
Resume Paused Jobs
1 Exons.bed > & X
Treat as input dataset Dataset Actions
> X
T ‘Exons.bed Copy Datasets s
ata Fetc
(> Collapse Expanded Datasets > &* X
This tool cannot be used in workflows |
2 SNPs.bed Unhide Hidden Datasets > & X
v . i
& Treat as input dataset Delete Hidden Datasets
‘SNPs.bed Purge Deleted Datasets B
># X
Downloads ‘
bedjools Intersect intervals O 3 bedtools Intersect intervals on data 2 and > & X
Indlude "bedtools Intersect intervals” in workflow data 1 Export Tool Citations
Export History to File
Datgmash
(> | 4 Datamash on data 3 Beta Features
In¢lude "Datamash" in workflow
Use Beta History Panel
Sort}
= . > | 5 Sort on data 4 92
nt histry 1€ "Sort" in workflow < >
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Workflow

From history

I ne Toliowing Ilist contains eacn 1tool tnat was run 1o create tne aatasets In your current nistory. riease seliect tnose tnat RS R

R R AR
you wish to include in the workflow. History Actions w

Tools which cannot be run interactively and thus cannot be incorporated into a workflow will be shown in gray. Copy

Workflow name Share or Publish

'Workflow constructed|from history ‘tuto-galaxy-intro-101' Show Structure

i [
Extract Workflow ®
Create Workflow Check all Uncheck all

Set Permissions

: D X
Tool History items created Make Private i
Resume Paused Jobs
1 Exons.bed > & X
Treat as input dataset Dataset Actions
> X
T ‘Exons.bed Copy Datasets s
ata Fetc
(> Collapse Expanded Datasets > &* X
This tool cannot be used in workflows |
2 SNPs.bed Unhide Hidden Datasets > & X
v . i
& Treat as input dataset Delete Hidden Datasets
‘SNPs.bed Purge Deleted Datasets B
># X
Downloads ‘
bedtools Intersect intervals O 3 bedtools Intersect intervals on data 2 and > & X
Include "bedtools Intersect intervals” in workflow data 1 Export Tool Citations
Export History to File
Datamash
(> | 4 Datamash on data 3 Beta Features
Include "Datamash" in workflow
Use Beta History Panel
Sort
= . > | 5 Sort on data 4 93
it history 1€ "Sort" in workflow < >
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A Workflow

Workflow manager

— Galaxy France A Workflow Visualizev Shared Data~ Help~ User~

Search Workflows =+ Create X, Import
Name ¢ Tags ¢ Updated Sharing © Bookmarked *
\ ¥ Find exons with the highest P 7 days 0
number of features ago
¥ Galaxy initiation training ®» a year ago O

2020 - tools hands-on 1234

v Galaxy initiation training ’) a year ago ]
2020 - tools hands-on TEST3

v Galaxy initiation training .) a year ago O
2020 - tools hands-on TEST2

v Galaxy initiation training .) a year ago O)
2020 - tools hands-on TEST
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A Workflow

Workflow manager

Galaxy France A Workflow Visualize~ Shared Data~ Help~ User~

Search Workflows =+ Create 2 Import
Name v Tags v+ Updated + Sharing + Bookmarked ~
\ ¥ Find exons with the highest .) 7 days ) u
number of features ago
@ Edit
Ema, o
& Copy 34
& Download
e 1g ‘) a year ago () u
ST3
¢ Share
@ View g 3 a year ago 0 u
@ Delete 2
¥ Galaxy initiation training .) a year ago ) n

2020 - tools hands-on TEST

/

137f6e29f70be
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- Workflow

Edit a workflow: attributes

Find exons with the highest number of features S B F s P

Name

Find exons with the highest number «

Version
2: Jan 4th 2022, 7 steps s
/ bedtools D > x #” Datamash D 2> x
; Intersect intervals Annotation
output (input) —®&) Input tabular dataset

b File A to intersect with B .

[0 Datamash on input f
P File B to intersect with A dataset(s) (tabular) i

A

[ output (input, bed) These notes will be visible when this

@ Features 18

workflow is viewed.
output (input)

License

Specify a license for this workflow.

Creator
Add a new creator - either a person or an
organization.

Tags
»

Apply tags to make it easy to search for
7 and find items with the same tag.

- 100% o 96
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@ Station Biologique
g Roscoff
A

Edit a workflow: drag and drop

Find exons with the highest number of features

[ Exons ] / bedtools /& Datamash & Select first

Intersect intervals

output (input) Sort Query

[0 Datamash on input O outfile (input)

dataset(s) (tabular)

[ Features

# Compare
output (input) two Datasets

}) Compare

out_file1 (input)

— 100% +
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Workflow

@ Station Biologique
g Roscoff
A

Edit a workflow: drag and drop

Find exons with the highest number of features

/ bedtools D > x 0D > x

Intersect intervals

/& Datamash & Select first

output (input) 2 Input tabular dataset Sort Query

File A to intersect with B

[0 Datamash on input O outfile (input)

dataset(s) (tabular)

File B to intersect with A

O output (input, bed)

[ Features

output (input)

/& Compare
two Datasets

Compare

against

out_file1 (input)

- 100% +
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@ Station Biologique
g Roscoff
A

Edit a workflow: delete a noodle

Find exons with the highest number of features

/& bedtools / Datamash D > x & Select first D > x

Intersect intervals

output (input) }) Input tabular dataset Sort Query

File A to intersect with B

[J Datamash on input O outfile (input)

dataset(s) (tabular)

File B to intersect with A

D) Features O output (input, bed)

output (input)

# Compare D >

é twc Datasets
(-4 Cgmpare %

@) against

out_file1 (input)

- 100% +
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@ Station Biologique
g Roscoff
A

Edit a workflow: add a tool

Tools Find exons with the highest number of features

search tools 0

every row A

 bedtools / Datamash D > x

Replace column by values .
Intersect intervals

which are defined in a convert
file

output (input) }) Input tabular dataset k) Sort Query

File A to intersect with B

[0 Datamash on input
dataset(s) (tabular)

O outfile (input)

Sort a row according to their
columns

File B to intersect with A

[ Featires O output (input, bed)

Column Regex Find And

Replace output (input)

Regex Find And Replace

Replace parts of text F Compare o >

Concatenate datasets tail-to- two Datasets
head (cat)

Compare & Selectfist 0B > X

@ against

Text reformatting with awk

b) File to select

Select first lines from a

dataset (head) out_file1 (input) outfile (input) r
Replace Text in entire line

¥ = 100% Sr

| e ey | B e i e e 2 S s |
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Workflow

@ Station Biologique
g Roscoff
A

Edit a workflow: add a noodle

Tools Find exons with the highest number of features

search tools 0

every row A

O Exons D > x / bedtools D > x / Datamash D > x & Sort D > x
Replace column by values :
£ | ! g . Intersect intervals
which are defined in a convert output (input) > ) 12 Input tabular dataset 2 Sort Query ) from
[}
file ” ile A to intersect with B . o S
[J Datamash on input [ outfile (input) > foll

Sort a row according to their ile\& to intersect with A dataset(s) (tabular) >

columns

[}l outpyt (input, bed)

\J

[ Features

Column Regex Find And
Replace output (input)

]

/& Compare D >

Regex Find And Replace

Replace parts of text

Concatenate datasets tail-to- [ two Datasets |
head (cat)
Text reformatting with awk
€ against £) File to select

Select first lines from a

dataset (head) out_ﬁle1 (input) > outfile (mput) > r
Replace Text in entire line

W g e, b - 100% +
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»@ Station Biologique
g Roscoff
A

Edit a workflow: hide intermediate steps

Find exons with the highest number of features

1 ® (] y bedtoo [

output (input)

£ OUEP o€ hidden Vi N:]
O 9) a
0 ow outp Wlth A
M Fe - 0 O dutput (input, bed)

Datama (L
Input tabular dataset

O patamash on input
set(s) (tabular)

output (input)

- 100% +

0 [ / ele |k
Sort Query from

[ ¢utfile (input)

out_file1 (input)

# Compare Do >

two Datasets
) Compare
(> against

out_file1 (input) >
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Workflow

@ Station Biologique
g Roscoff
A

Edit a workflow: edit step

Find exons with the highest number of features

S Bz s »

/ bedtools D > x

Intersect intervals

/& Datamash D 2> x

& Select first D > x

Input tabular dataset Sort Query

Y File A to intersect with B

[0 Datamash on input
dataset(s) (tabular)

O outfile (input)

P File B to intersect with A

O output (input, bed) # Compare

two Datasets

) Compare

out_file1 (input)

4
7

- 100% o r

/ Select first lines from o
a dataset (Galaxy Version
1.0.1)

Label

Add a step label.

Step Annotation

Y

Add an annotation or notes to this
step. Annotations are available when a
workflow is viewed.

[2] & Select first

5

lines
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@ Station Biologique
g Roscoff
A

Edit a workflow: rename the outputs

Find exons with the highest number of features $ B Z & »

Upon completion of this step, delete A
non-starred outputs from completed

workflow steps if they are no longer

# bedtools 0D > x & Select first D > x

Intersect intervals

/& Datamash D 2> x

required as inputs.

Input tabular dataset Sort Query

8 File A to intersect with B Configure Output: 'out file1' @

[0 Datamash on input
dataset(s) (tabular)

O outfile (input)

2 File B to intersect with A

Label

O output (input, bed)

two Datasets o .
This will provide a short name to
) Compare describe the output - this must be

unique across workflows.

Rename dataset
out_file1 (input)

Top 5 exon IDs

This action will rename the output

dataset. Click here for more

information. Valid input variables are:

e input (from)
t Change datatype

- 100% + 2.8
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@ Station Biologique
g Roscoff
A

Edit a workflow: use workflow parameters to make your workflow more versatile

Find exons with the highest number of features

S Bz s »

/ bedtools D > x

Intersect intervals

/& Datamash D 2> x

& Select first D > x

Input tabular dataset Sort Query

Y File A to intersect with B

[0 Datamash on input
dataset(s) (tabular)

O outfile (input)

P File B to intersect with A

O output (input, bed)

two Datasets

) Compare

out_file1 (input)

7

- 100% o r

/ Select first lines from &~
a dataset (Galaxy Version
1.0.1)

Label

Add a step label.

Step Annotation

Y

Add an annotation or notes to this
step. Annotations are available when a
workflow is viewed.

[2] & Select first

5

lines
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Workflow

»@ Station Biologique
g Roscoff
A

Edit a workflow: use workflow parameters to make your workflow more versatile

ABIMS - Galaxy initiation - Find exons with the highest number of features S B & o >

/& Select first lines from ¢ ~
a dataset (Galaxy Version 1.0.1)

/ bedtools A Datamash © > x A Selectfirst © 2 X

Intersect intervals

Label

Sort Query from

[0 patamash on input
dataset(s) (tabular)

O outfile (input) out_filel (input)

Add a step label.

Step Annotation

/ Compare D
two Datasets

) Compare

Add an annotation or notes to this

- T
B oot Wl (npid) step. Annotations are available when a

workflow is viewed.

7 [5) &+ select first
Add connection to module.
lines
| from
- 1009 + « I D »
> >
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7 ) Station Biologique
m® Roscoff
A

Edit a workflow: use workflow parameters to make your workflow more versatile

Tools = ABIMS - Galaxy initiation - Find exons with the highest number of features V4 z 2 b

search tools Qo # Input parameter

& Numberof @ = X

exons

Label
Inputs

Input dataset : Number of exons
output (integer)

Input dataset collection Add a step label.

Simple inputs used for workflow logic Step Annotation

/ bedtools A Datamash © = X F Selectfirst © > X
Intersect intervals

Get Data Sort Query Select first

Send Data ) File Ato intersect with B

[0 Datamash on input from

dataset(s) (tabular)

O outfile (input)

b) File B to intersect with A

Collection Operations out_filel (input)

- output (input, bed A tati to thi A
Expression Tools OJ output (inp ) dd an annotation or notes to this step

Annotations are available when a workflow
GENERAL TEXT TOOLS / Compare

is viewed.
two Datasets
Text Manipulation Parameter type
}) Compare
Filter and Sort Integer -
Join, Subtract and Group B 5 o Optional
| GENOMIC FILE MANIPULATION — @ ves
' Specify a default value
Convert Formats 7 ©
Yes
FASTA/FASTQ Defauit Value
FASTQ Quality Control - 5
SAM/BAM
v | =| 100% |+ ¢ >
< 1] >
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Workflow

7 ) Station Biologique
o Roscoff
A

Edit a workflow: use workflow parameters to make your workflow more versatile

Tools = ABIMS - Galaxy initiation - Find exons with the highest number of features V4 z 2 b

search tools Qo # Input parameter

# Numberof © = X

exons

Label
Inputs

Input dataset Number of exons

output (integer) Add label
a step label.

Input dataset collection

Simple inputs used for workflow logic Step Annotation

F Select first

Select first

from

A Datamash © = X D > x

/ bedtools
Intersect intervals

Get Data

Sort Query

k) File Ato intersect with B

Send Data

[0 Datamash on input O outfile (input)

dataset(s) (tabular)

b) File B to intersect with A

Collection Operations out_filel (input)

O output (input, bed) Add an annotation or notes to this step.

Expression Tools

Annotations are available when a workflow

GENERAL TEXT TOOLS # Compare is viewed.
two Datasets

Text Manipulation Parameter type
}) Compare
Filter and Sort Integer -
Join, Subtract and Group B 5 o Optional
| GENOMIC FILE MANIPULATION — @ ves
' Specify a default value
Convert Formats 7 ©
Yes
FASTA/FASTQ Defauit Value
FASTQ Quality Control - 5
SAM/BAM -
v | =| 100% |+ ¢ »
< M >
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@ Station Biologique
m® Roscoff

~
Find exons with the highest number of features 4 Z |& b
Upqn cERSIRIIEININ < stqp, delete A
nor}-stafted outpu om cpmpleted
& bedtools D > x & Select first D > x workflow steps if they are no longer
Int Yinterval required as inputs.
et oshins Input tabular dataset Sort Query
P File A to intersect with B ) o Configure Output: 'out file1" @
[J Datamash on input O outfile (input)
}) File B to intersect with A dataset(s) (tabular) Label
O output (input, bed) # Compare
two Datasets . .
This will provide a short name to
) Compare describe the output - this must be
unique across workflows.
o Rename dataset
out_file1 (input)
Top 5 exon IDs
7 This action will rename the output
dataset. Click here for more
information. Valid input variables are:
e input (from)
t Change datatype
= | 100% |+ Y
> >
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A Workflow

Run a workflow

— Galaxy France A Workflow Visualizev Shared Data~ Help~ User~

Search Workflows =+ Create X, Import
Name ¢ Tags ¢ Updated Sharing © Bookmarked *
¥ Find exons with the highest P 7 days 0
number of features ago
¥ Galaxy initiation training ®» a year ago O

2020 - tools hands-on 1234

v Galaxy initiation training ’) a year ago ]
2020 - tools hands-on TEST3

v Galaxy initiation training .) a year ago O
2020 - tools hands-on TEST2

v Galaxy initiation training .) a year ago O)
2020 - tools hands-on TEST



Workflow

@ Station Biologique
g Roscoff
A

Run a workflow

History c+ms

Workflow: ABIMS - Galaxy initiation - Find exons with the highest number of features

v Run Workflow

Rechercher des données 9 Q

ABIMS - Galaxy initiation

Exons 2022 - datasets - public
D O 1: exons.bed vll & =3 10 shown
29.08 MB » e
Features
B @ | 3:repeatsbed dl | 6: Drosophila_melanoga @ & X
ster.BDGP6.22.cds.all.f
Number of exons a.gz
5
5: reads-rv.fastq (O 4
Expand to full workflow form.
4: reads-fw.fastq [OWW 4 4
3: repeats.bed [OW 2
2: snps.bed [OW 28
1: exons.bed [OW 28

Il >
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Workflow

@ Station Biologique
g Roscoff
A

Run a workflow

History c+ms

Workflow: ABIMS - Galaxy initiation - Find exons with the highest number of features

v Run Workflow

Rechercher des données 9 Q

ABIMS - Galaxy initiation

Exons 2022 - datasets - public
D O 1: exons.bed vll & =3 10 shown
29.08 MB » e
Features
B @  3:repeatsbed dl | 6: Drosophila_melanoga @ & X
ster.BDGP6.22.cds.all.f
Number of exons a.gz
5
5: reads-rv.fastq (O 4
Expand to full workflow form.
4: reads-fw.fastq [OWW 4 4
3: repeats.bed [OW 2
2: snps.bed [OW 28
1: exons.bed [OW 28

Il >
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Roscoff

Workflow

Run a workflow

Workflow: ABIMS - Galaxy initiation - Find exons with the highest number of

Exons

0D O 1: exons.bed

Features

D O 3: repeats.bed

Number of exons
5

Expand to full workflow form.

v Run Workflow

History c+ms

Rechercher des données 9 Q

ABIMS - Galaxy initiation
2022 - datasets - public

10 shown

29.08 MB »e

6: Drosophila_melanoga @ ¢ X
ster.BDGP6.22.cds.all.f

a.gz
5: reads-rv.fastq (O 4
4: reads-fw.fastq [OWW 4 4
3: repeats.bed [OW 2
2: snps.bed [OW 28
1: exons.bed [OW 28
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@ Station Biologique
Roscoff

- Workflow

Run a workflow

ke History S4+mMme
o Successfully invoked workflow Find exons with the highest number of features.

o search datasets 9 0

You can check the status of queued jobs and view the resulting data by refreshing the History

pane, if this has not already happened automatically. Galaxy initiation -
workflow
- . . 7 shown
:,+ Invocation 1...
7 of 7 steps successfully scheduled. 3.71 MB » e
0 of 5 jobs complete....

> Inputs

> Steps © 7: Top 5 exons X
© 6: Top 5 exon IDs X
© 5:Sortondata4 i
© 4: Datamash on data 3 X
© 3: bedtools Intersectint @ ¢ X
ervals on data 2 and data 1

2: repeats.bed (OW 2 4

1: Exons.bed @ 4 X

v 114



@ Station Biologique
Roscoff

- Workflow

Run a workflow

w History S+me
o Successfully invoked workflow Find exons with the highest number of features.

a search datasets e o

You can check the status of queued jobs and view the resulting data by refreshing the History

pane, if this has not already happened automatically. Galaxy initiation -
workflow
& " 4 shown, 3 hidden
View Report 1 &
7 of 7 steps successfully scheduled. 5.97 MB U®e
5 of 5 jobs complete.
Download BioCompute Object A
> Inputs 7: Top 5 exons @ & X
> Steps ~
6: Top 5 exon IDs @ gZ X
2: repeats.bed @ 4 X
1: Exons.bed @ & X
v 115



Workflow

Super-workflow

e Possible
5
- —

e Impossible (until now)

For / While
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Last but not least!

SHARE
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Station Biologique
Roscoff

Share everything you do in Galaxy - histories,
workflows, and visualizations

e Directly using a Galaxy account's email address on the same
Instance

e Using a web link, with anyone who knows the link

e Using a web link and publishing it to make it accessible to
everyone from the Shared Data menu

Sharing your history:
https://training.galaxyproject.org/training-material/fags/galaxy/histories sharing.html
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Station Biologique

Roscoff

Share everything you do in Galaxy - histories,
workflows, and visualizations

e Directly using a Galaxy account's email address on the same
Instance

e Using a web link, with anyone who knows the link

e Using a web link and publishing it to make it accessible to
everyone from the Shared Data menu

Sharing your history:
https://training.galaxyproject.org/training-material/fags/galaxy/histories sharing.html

e Sharing tools, scripts and wrappers: toolshed



https://training.galaxyproject.org/training-material/faqs/galaxy/histories_sharing.html

A

Station Biologique
Roscoff

History

() Make History accessible
@ ) Make History publicly available in Published Histories

A This History is currently accessible via link.
Anyone can view and import this History by visiting the following URL:

@z & urlhttps://usegalaxy.fr/u/lgueguen/h/galaxy-initiation---workflow

Share History with Individual Users

You have not shared this History with any users.

Share with a user

Share or Publish History "Galaxy initiation - workflow’

History

search d

Galaxy ir
workflov

4 shown, 3 h

5.97 MB

7:Top 5 ex
6: Top 5 ex
2: repeats.

1: Exons.b:

o+qo

History Actions

Copy

Share or Publish

Show Structure
Extract Workflow
Set Permissions
Make Private

Resume Paused Jobs
Dataset Actions

Copy Datasets

Collapse Expanded Datasets
Unhide Hidden Datasets
Delete Hidden Datasets

Purge Deleted Datasets

Downloads

I’ rr [T
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A

Workflow

? Galaxy France A Workflow \isualize¥ Shared Data~ Help~ Userv &

Search Workflows =+ Create X, Import
Name v Tags ¢ Updated < Sharing © Bookmarked +
~ Find exons with the highest ®» 24 minutes ) u
number of features ago
Z Edit
& Edi 1g .) a year ago ) u
& Copy 34
& Download
5 Ravima 1g ’) a year ago ) u
13
—Ew g ®» a year ago @) u
@ Delete 2
¥ Galaxy initiation training ’) a year ago O u

2020 - tools hands-on TEST

17137f6e29f70be



»@ Station Biologique
g Roscoff
A

Using 45%

Share or Publish Workflow "ABiMS - Galaxy initiation - Find exons with the
highest number of features

@ Make Workflow accessible
@ Make Workflow publicly available in Published Workflows

This Workflow is currently accessible via link and published.
Anyone can view and import this Workflow by visiting the following URL:

[ @©@ url https://usegalaxy.fr/u/lgueguen/w/workflow-constructed-from-history-test-galaxy-init-2022

Share Workflow with Individual Users a

You have not shared this Workflow with any users.
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N Roscoff

A

e Get shared histories

Galaxy France A

Workflow Visualize” Shared Data~ Help~ Userv QB 2ss Using 3%

Histories shared with you by others =~ '0995¢in 2 lgueguen@sb-roscoftfr

Preferences |
Name Datasets Created Last Updatedt  Custom Builds |
wRoN No items f
Individual .
Datasets
Histories

Histories shared with me

~ Arrmvint and cavnd Aata

Galaxy France A

Workflow Visualize ¥ Shared Data~ Help~ User™ I8 Using 3%

PU bllshed HiStories Data Libraries

search name, annotation, owner, an

Workflows

Advanced Search

L Visualizations
P u b I I C Name

Pages Owner
Rustenholz - DE Sangiovese dc244f268e004c7d9977de
Rustenholz - DE Barbera Refosco dc244f268e004c7d9977de
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e Get shared workflows

Galaxy France 4 Workflow Visualize Shared Datav Helpv User~ & M Using 3%

.
Search Workflows 4+ Create £ Import
Name ¢ Tags Updated Sharing ©+ Bookmarked <
u u ¥ Find exons with the highest number of features ’) 3 days D u
Individual
v Galaxy initiation training 2020 - tools hands-on 1234 » a year ago O u
v COVID-19: variation analysis on ARTIC PE datav0.2  [eNErEd IGulE” 6 months O [ » |
The workflow for lllumina-sequenced ARTIC data builds covid19.galaxyproject.org X ago
on the RNASeq workflow for paired-end data using the
®

same steps for mapping and variant calling, but adds
extra loaic for trimmina ARTIC primer seauences off reads

Galaxy France A \Workflow Visualize~ Shared Data~ Help~ User> &

Published Workflows Data Libraries

Histories
search name, annotation, owner, and
Workflows
Advanced Search : S
Visualizations I Access published resources

P u b I I C Name Pages Annotation

Bordeaux-Global-ESl-pos ¥



CNRS UPMC

@ Station Biologique

Roscoff

A

e Import shared

? Galaxy France /ﬁ‘ Workflow Visualize Données partagées~ Aide~ Utilisateur ¥ = ﬂ EEE Using 45%

About this History

H IStO rIeS Rustenholz - DE Sangiovese

Import this history

Rechercher des données ¥ b 4
Rustenholz - DE Sangiovese /’
576 MB Q9 &
R Author
z i °
3= Sahgrovess. 3.htseq txt dc2441268e004c7d9977deab86alci4e
8: Sangiovese_2_htseq,txt @

? Galaxy France /ﬁ‘ Workflow Visualize Données partagées~ Aide~ Utilisateur ¥ = ﬂ Using 45%

- About this Workflow

F=

Workflow: peakpicking-group WO rkfl OWS
peakpicking-group
Step 1: Input dataset collection ’m

mzML Collection = Select at Runtime. g HE g

nu
Step 2: Input dataset ‘W‘

sampleMetadata file = Select at Runtime.
2024 EBIcourse (LCMS| MTBLS719

Step 3: Peakpicking-Integration
RData file = Output ‘output’ from Step 1. Reithor
Spectra Filters:

Filter on Acquisition Numbers = Empty. yguitton44 125

Filter on Retention Time = Empty. 12 C



Hands-on

WORKFLOW
AND SHARE
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https://training.galaxyproject.org
/training-material/topics/introduc

Introduction to Galaxy Learning Help Settings Search Tutorials
Analyses Pathways * X

0 Galaxy Training!

Galaxy Basics for genomics

Authors: @ Nicola Soranzo

) ijb'm GrUning"} .g Anne Pajon"'z

g Saskia Hiltemann

@ Anton Nekrutenko". '

Clemens Blank

@ Helena Raschen}

@ Questions:

« Which coding exon has the highest number of single nucleotide polymorphisms (SNPs) on human chromosome 227
Objectives:

« Familiarize yourself with the basics of Galaxy

« Learn how to obtain data from external sources

« Learn how to run tools

« Learn how histories work

« Learn how to create a workflow

« Learn how to share your work
X Time estimation: 1 hour
72 Level: Introductory /&
(2 Supporting Materials:

(DDatasets  «<@Workflows (@ FAQs WMRecordings~ % Available on these Galaxies ~

) Published: Dec 19, 26816
™ Last modification: May 3, 26824
& License: Tutorial Content is licensed under Creative Commons Attribution 4.8 International License. The GTN Framework is licensed
under MIT
f# PURL: https://gxy.io/GTN:TO8186
€7 Rating: 4.1 (18 recent ratings, 141 all time})
-O- Revision: 131

Setting the stage: This tutorial aims to familiarize you with the Galaxy user interface. It will teach you how to perform basic tasks

Exons and SNPs such as importing data, running tools, working with histories, creating workflows, and sharing your work.

t your workspace

© Comment: Results may vary

tion/tutorials/galaxy-intro-101/tu
torial.html

Your results may be slightly different from the ones presented in this tutorial due to differing versions of

Histories and . . 8
tools, reference data, external databases, or because of stochastic processes in the algorithms.

workflows: A brief

introduction

Share your work



https://training.galaxyproject.org/training-material/topics/introduction/tutorials/galaxy-intro-101/tutorial.html
https://training.galaxyproject.org/training-material/topics/introduction/tutorials/galaxy-intro-101/tutorial.html
https://training.galaxyproject.org/training-material/topics/introduction/tutorials/galaxy-intro-101/tutorial.html
https://training.galaxyproject.org/training-material/topics/introduction/tutorials/galaxy-intro-101/tutorial.html

CONCLUSION
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ﬁ Key points on Galaxy

e Easy-to-use graphical user interface for often
complex command-line tools

e Keeps a full record of your analysis in a history

e Workflows enable you to repeat your analysis
on different data

e Galaxy can connect to external sources for
data import and visualization purposes

e Galaxy provides ways to share your results and
methods with others
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Best practices

e Regularly free space with "Purge Deleted
Datasets "or" Delete Permanently "

e On usegalaxy.fr, if you need support (issue,
request for a tool...), please open a subject on
https://community.france-bioinformatique.fr/

c/galaxy/8
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Now, choose your favorite Galaxy!

FIND A GALAXY SERVER
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L
Galaxy servers

130+ platforms for using Galaxy: https://galaxyproject.org/use
[Servers, clouds, deployable resources]
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L
Galaxy servers

130+ platforms for using Galaxy: https://galaxyproject.org/use
[Servers, clouds, deployable resources]

GENERAL PURPOSE:

ZIFB
‘VL%N\C‘ 15 DE" BIOINFORMATIQUE
~ “usegalaxy.fr, usegalaxy.org, usegalaxy.eu, usegalaxy.org.au
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@ Station Biologique
m® Roscoff

Galaxy servers

130+ platforms for using Galaxy: https://galaxyproject.org/use
[Servers, clouds, deployable resources]

GENERAL PURPOSE:

ZIFB
~ “usegalaxy.fr, usegalaxy.org, usegalaxy.eu, usegalaxy.org.au

Quota Concurrent jobs
registered unregistered registered unregistered
usegalaxy.fr 100 GB 10 GB 25 2
usegalaxy.org 250 GB 5 GB 6 1
usegalaxy.eu 250 GB
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@ Station Biologique
Roscoff

Galaxy France: https://usegalaxy.fr

[

Tools

search tools

& Upload Data

Fnenotype Associauon

< IFB

II\STITLT FRANCAIS D* BIOINFORMATIQUE

A Workflow Visualize Données partagées~ Admin Aide~ Utlisateur~ 1@ 00 558 [ Using12% ]

GENOMICS TOOLKITS
Tools Picard
deepTools \
o
g5 o +1600 tools
EMBOSS
‘TW erdesila Searching tools
Biodiversity n
| RADeg > 1q e General Text Tools
Probes and prir]  Trinity stal . . . .
R E— "1 e Genomic File Manipulation
motifs Metagenomic Analysis e Common Genomics Tools
'Sequence con DADA?2 Isega . X
omplestyand| ~ e Genomics Analysis
, 1 Gime sl ® Genomics Toolkits
Computational | Obitools gl [ Metagenom|cs
COMPUTER SCIE P|CRUSt .
e Workflowdmetabolomics
S Mothur ) : AL Metabarcoding
FH H Virology a| @ Metabolic Networks !  FrROGS, Qime
NA-Seq DADAZ2, PICRUS!
warieance | WORKFLOWAMETABOLOMICS Wi ° Proteomics
Statistics and p|  Get Data - Metabolomics = Ak the cdlasve
rote sk the GalaxyCat
omIics Preprocessing LCMS unctid * GaIaXy_E I(g ol here or elsewhere?
T‘ nomics Pronraraccinn FIAMS l';' f‘:r‘,h Y Statistics And Visualisatlon : 1 I’F] ‘ arch on the IFB G
Comparative genomics datanr .
e Miscellaneous Tools
[ daiint Hosted by:
‘_”<—‘ ;f: B .‘—’/! fir
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https://usegalaxy.fr

Station Biologique
Roscoff

-

Workflow Visualize Données partagées ~  Aid Using 45%

7 sub-domains: = 2

Communities: domain-centric Galaxy subdomains

search tools ¥ x
| X Upload Data
€COI0 Get Data - Workflow4Metab ProteoRE Covid19
==he e olomics Functional analysis and Variant analysis,
Collection Operations exploration of consensus using

Data processing, proteomics and communuty approuved

nn H GENERAL TEXT TOOLS analysis and annotation transcriptomics data in workflows and datasets
e a a rco I n g for the metabolomics biomedical research

Text Manipulation community

Filter and Sort

Join, Subtract and Group

‘GENOMIC FILE MANIPULATION

Q rote O re Convert Formats
FASTA/FASTQ Workflow4Metabolomics

FASTQ Quality Control

Covid19

1 SAM/BAM
# covidl9
VCF/BCF
Nanopore Metabarcoding Met4) MNHN

COMMON GENOMICS TOOLS

M With the following Open-source Java Tools from the French
WO r OW I I I e a o o I I l I ‘ S = & = 5 S & > tools and pipelines : library dedicated to the Muséum National =
u ]

~ EDARC Aliman Mathir ctrinihveal mralanienf ArLictairn Nabiralla

?Galaxy France /ﬁ‘ Workflow Visualize Données partagées ¥ Aide ¥ Utilisateur v = K]

mnhn Tools W

search tools ¥ x

Workflow4  etabolomics
L. Upload Data

W I I l et4 I = By using this Galaxy instance, we assume that you have read and
Get Data

accepted the Terms of Use

Collection Operations For any questions or support: community.france-

e bioinformatique.fr/c/workflow4metabolomics/

Text Manipulation
e 06/06/2023: usegalaxy.fr is now running the 23.0 release of

FOC u S O n yO u r a n a IyS I S WORKTLONANETASOLOMIES Galaxy. Please check the 23.0 user release notes.

Get Data - Metabolomics

Preprocessing LCMS

= Personalized welcome page Preprocessing FIANS

Preprocessing GCMS

u FI |te re d too I I Ist Preprocessing NMR Publication: Franck Giacomoni, Gildas Le Posts from

Quality processing MS Corguillé, Misharl Monsoor, Marion Landi, @workflow

- Pierre Pericard, Mélanie Pétéra, Christophe bo b
4 »

< I <
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https://ecology.usegalaxy.fr/
https://metabarcoding.usegalaxy.fr/
https://proteore.usegalaxy.fr/
https://covid19.usegalaxy.fr/
https://workflow4metabolomics.usegalaxy.fr/
https://mnhn.usegalaxy.fr/
https://met4j.usegalaxy.fr/

@ Station Biologique
m® Roscoff

Galaxy servers

130+ platforms for using Galaxy: https://galaxyproject.org/use
[Servers, clouds, deployable resources]

GENERAL PURPOSE:

ZIFB
~ “usegalaxy.fr, usegalaxy.org, usegalaxy.eu, usegalaxy.org.au

DOMAIN SPECIFIC:

EIFB ® ecology SBR-tools: AB"lMS
Ilad metabarcoding
\=*{ proteore >
» - GalaxEast

workflow4metabolomics ChiIP-seq:
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http://www.galaxeast.fr/
https://nebula.curie.fr/
https://ecology.usegalaxy.fr/
https://metabarcoding.usegalaxy.fr/
https://proteore.usegalaxy.fr/
https://workflow4metabolomics.usegalaxy.fr/

@ Station Biologique
m® Roscoff

Galaxy servers

130+ platforms for using Galaxy: https://galaxyproject.org/use
[Servers, clouds, deployable resources]

GENERAL PURPOSE:
g'FB
~ “usegalaxy.fr, usegalaxy.org, usegalaxy.eu, usegalaxy.org.au

DOMAIN SPECIFIC:

I € ccology SBR-tools: AB4|MS
'8 metabarcoding
protecte ,‘@.’Galaanst
workflow4metabolomics ChiP-seq:

% Catalog of French Galaxy tools:
http://galaxycat.france-bioinformatique.fr 138



https://ecology.usegalaxy.fr/
https://metabarcoding.usegalaxy.fr/
https://proteore.usegalaxy.fr/
https://workflow4metabolomics.usegalaxy.fr/
https://webtools.sb-roscoff.fr/
https://galaxyproject.org/use
https://usegalaxy.fr/
http://www.galaxeast.fr/
https://nebula.curie.fr/
http://galaxycat.france-bioinformatique.fr/

Station Biologique

Roscoff

e On your own: 1
/ . : g‘“ﬂ%\g
— Training materials: Ne!

https://galaxyproject.github.io/training-material

— Interactive tours of Galaxy:
https://usegalaxy.fr/tours

e Training courses:

RNAseq analysis
AB4|MS 'tth | ¥ RNAseq Roscoff, France ?
wi alaxy
Galaxy Community Gzzzgilnf:;:?;e Brno, Czech 24-29 June
Conference (GCC) Republic 2024

biology and Galaxy)

Workflow4Experimenters Metabolomics Archamps, France April 2024



https://galaxyproject.github.io/training-material
https://usegalaxy.fr/tours
http://workflow4metabolomics.org/
http://abims.sb-roscoff.fr/training/courses
https://abims.sb-roscoff.fr/training/courses
https://galaxyproject.org/gcc/
https://galaxyproject.org/events/gcc2024/
https://workflow4metabolomics.org/events

@ Station Biologique

Roscoff

Please complete the evaluation questionnaire!

END
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Training evaluation

Thank you for completing the training evaluation
guestionnaire:

http://abims.sb-roscoff.fr/evaluation _formation
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