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Chitchat timel

“ What is your computer skills level?

" Have you ever heard of or used Galaxy?




Feedback on metagenomics:

" What are your needs in “metagenomics"?
= 454 [/ MiSeq?
= 16S/ITS ?

" Your background ?



9amto 5 pm

2 short coffee breaks

morning and afternoon

2

Lunch

12.30t0 2.00 pm




Objectives of the 1t part

" Learn the basics of Galaxy
" Being independent when using it

" Prepare the datasets for FROGS formation



What is Galaxy?




Galaxy software framework

= Galaxy is an overlay that allows researchers without computer expertise to

perform computational analyses online, automate them and share the results
easily.

= Developed by the Galaxy Team Project.
* Relies on a computational infrastructure (Server).

* Open source



Galaxy software framework

User Web browser Servers

I
Frivs e

WELCOME TE YOUR GALAXY WORKBENCH
sy
in
" o Gty clyech
£
1 »
gt =
:
E bt
3 d
v ot o, gm0, G 81557 IV Aol

You What you see What you don’t see
https://galaxyproject.org/tutorials/g101/




Where to use Galaxy?

= Galaxy software can be installed and run on powerful server farms (Cluster) or on
your individual PC.

= @enotoul Bioinfo % %ﬁr:ﬁ ?1

bioinfo

= Cluster: Many computers tightly connected that work together
*  High performance computer:

*  More than 5000 cores

* 34 TB of RAM

* More than 1 Peta Byte (1024 TB) of hard drive




Where to use Galaxy?

= QOur Galaxy platform is http://sigenae-workbench.toulouse.inra.fr/galaxy/

A\ The different platforms of Galaxy are not connected together

* Galaxy is installed on many clusters across the world.
* Some tools are in our Galaxy platform but not in other platforms.

“  Your data is not shared with other Galaxy platforms than ours.


http://sigenae-workbench.toulouse.inra.fr/galaxy/

Exemple of 2 INRAE Galaxy platforms

Tools A ‘
o Bienvenue sur le portail Galaxy de la plateforme Migale. Pour tous ig ts, d des ou ques, veuillez contacter galaxy-help@jouy.inra.fr
L)
Migale Tools
Get Data
Send Data

Lift-Over migole

Gene Annotation

Gene Prediction Plateforme de BioInformatique - INRA Jouy en Josas

Text Manipulation

Filter and Sort

Join, Subtract and Group
GFFtools Galaxy est une plateforme qui propose une « constellation » d'outils pour analyser, manipuler et visualiser des données génomiques, sans avoir besoin de connaissance en programmation. Elle est développée par The
s BT Center for Comparative Genomics and Bioinformatics. L'utilisateur peut réaliser quatre grands types d'opérations :

Extract Features - manipulation de fichiers : ajout ou suppression de colonnes, trier les fichiers, concaténer plusieurs fichiers, comparaison de listes, ...

Fetch Sequences - opérations sur les données : sommer, moyenner, soustraire, calculer la couverture d’une région déterminée, .
Eetch Alignments - analyse de séquences : calculer des corrélations, utiliser des outils dEMBOSS, aligner les données de séquencage, ...

Get Genomic res - visualisation des données : afficher des alignements multiples, générer des graphiques,

Statistics Contact : galaxy-help@jouv.inra.fr
Graph/Display Data

Phenotype Association Pour toutes demandes d'intégration de nouvel outil au sein du portail, veuillez remplir le formulaire mis a votre disposition sur le site web de |3 plateforme Migale.

Sequence Alignment/Pairwise
Alignment

Une Foire Aux Questions autour de Galaxy a été mise en place sur le site web de |a plateforme Migale.

Metagenomic analyses Sivous utilisez le portail Galaxy de la plateforme Migale pour effectuer vos analyses, merci de citer Galaxy ET de remercier |3 plateforme dans les acknowledgements.
Metagenomics FROGS
Metagenomics Qiime = SCIENCE & IMPACT
Metagenomics Mothur
FASTA manipulation

NGS: QC and manipulation
NGS: Assembly

NGS: Mapping

NGS: RNA Analysis

NGS: SAM Tools

NGS: Peak Calling
SNP/WGA: Data: Filters
Variant Analysis

NGS: Picard

NGS: Variant analysis

This project is supported in part by NSF, NHGRI, and the Huck Institutes of the Life Sciences.

Workflows

= All workflows




Exemple of 2 INRAE Galaxy platforms

= Galaxy

Tools L

MANAGE YOUR DATA FILES
Get Data

Download Data

Jobs statistics

FILES MANIPULATION
Text Manipulation

Filter and Sort

Join, Subtract and Group
GFE

BED Tools

Convert Formats

Eetch Sequences
Statistics

GraphiDisplay Data

SEQUENCES MANIPULATION
FASTA manipulation

FastQC: fastgisamibam

llumina fastq

Generic FASTQ manipulation
FASTX-Toolkit for FASTQ data
SAM/BAM MANIPULATION : PICARD
(BETA)

Conversion

QCIMetrics for samibam
BAMISAM Cleaning

SAM/BAM manipulation: SAMtools
Sequences Queries

VCF Tools

SGS MAPPING

BWA - Bowtie

Indel Analysis

Variant calling

SNP annotation

RNAseq Alignement
RNAseq Raw Expression

o8
265 C@swit

Fadh Europern
e Mvelner ran Rigiunal

Welcome on Galaxy Sigenae / Biolnfo Genotoul.

Contact your support : support.sigena a.fr

Ready to use Workflows

® 1/ FROGS - Find, Rapidly, Otus with Galaxy
Solution
* 2/ Tax4Fun workflow
* 3/ Function Table for Tax4Fun matrix workflow

Galaxy News

# 1/ How to use datasets collections ?
* 2/ How to upload several files in Galaxy 7
® 3/ New tools : Tax4Fun (manual), VIP (manual),
Salmon, multiQC.
* 4/ Tools availables for virologie analyses
® 5/ Virology tools
# 6/ How to use Function Table tool ?

# 7/ How to export and import your histories ?

TR OCCTANTE

[l

E-learning

https://inra.classilio.com/Login
2 e-learning availables : Galaxy initiation and
Quality sequences analysis

Training ressources : Biolnfo Genotoul /
Sigenae
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Your Turn!

CONNECT TO OUR GALAXY WORKBENCH

R R R R R R R R R R R R R R R R R R




Exercise

During this formation, we will use a remote computer.

Connect to a distant computer by clicking on the remote desktop connection icon in the task
bar.

Ask trainers for the address and password.

All your data will be
erased at the end of the
week of the remote

computer




Exercise

During this formation if you have a personal account, use it.
This account will save all the work done during this week and your future work.

If you don’t have a personal account ask us for a temporary account.

You can request a personal account later on : http://bioinfo.genotoul.fr/index.php/ask-
for/create-an-account/

All your data will be

erased at the end of the
week on a temporary

account

y N



http://bioinfo.genotoul.fr/index.php/ask-for/create-an-account/

Exercise

Our Galaxy platform is: http://sigenae-workbench.toulouse.inra.fr/galaxy/

Before starting, check if your browser
is not already connected to a Galaxy
account. If this is the case, log out or

use a private browser window!

Risk of data duplication



http://sigenae-workbench.toulouse.inra.fr/galaxy/

Exercise

Our Galaxy platform is: http://sigenae-workbench.toulouse.inra.fr/galaxy/

Be careful, to fully login you must enter your credentials twice:

=  The first time in this pop-up window:

Authentification requise

@)

) Le site http://galaxy-workbench.toulouse.inrafr demande un nom dutilisateur et un mot de passe. Le
Cr/"ﬂ_ site indique : « Please enter your Genotoul LDAP password =

Utilisateur :

Mot de passe :

Annuler | | CK



http://sigenae-workbench.toulouse.inra.fr/galaxy/

Exercise

= And a second time, in the browser:

Using 0 bytes

This Galaxy instance has been configured such that only users who are logged in may use it.

Login

Username | Email Address:

Password:
| |

Login




Change your password

= |n order to change your password, you need to download PuTTY: http://www.putty.org/

= PuTTY is a terminal emulator, it allows to connect directly to the server in command line.

= You can not change your password via the Galaxy’s interface for the moment.



http://www.putty.org/

Change your password

Launch PuTTY.

In the following window, you must enter your host name which is:
ﬁ PuTTY Configuration >

YourGenotoulName@genologin.toulouse.inra.fr |caegon:
EI--S:E.%sinn | Basic options for your PUTTY session |

" The connection type must be SSH. ~ Logaing Specily the destinaion you want to connect to

|- Terminal
7 ?Tﬂlé;afbnard Host Mame (or IP address) Part

Cl IC k on « O p en » . - Bell [gpascal@genologin.toulouse.inra.frl ] [22 ]

- Features Connection type:
=1- Window (JRaw () Telnet ) Flogn @ S5H () Seral

- Appearance
gziavinur Load, save or delete a stored session

.. Trarslation Saved Sessions

- Selection | |

- Colours Default Settings Load
[=- Connection
- Data

- Proxy
... Telnet Delete
- Rlagin
[+-55H
- Serial

Save

L

Close window on exit:
() Mways () Never (®) Only on clean exit

T



mailto:YourGenotoulName@genologin.toulouse.inra.fr

= A new window appear, click on « Yes ».

= |n the following window, enter your password and hit « Enter ».

‘@ genclogin.toulouseinra.fr - PuTTY —

21



= Type « passwd » and hit « Enter ».

E# genologin.toulouseinrafr - PuTTY — O *




= Enter your current password and hit « Enter ».

E® genologin.toulouseinrafr - PuTTY — O *




= Enter your new password (with an upper case, a number and a special character in it) and
hit « Enter ».

E# genologin.toulouseinrafr - PuTTY — O >

24




Enter a second time your new password and hit « Enter ». You have changed your
Genotoul password, you can close PuTTY.

E# genologintoulouse.inrafr - PuTTY — O ot

25




= Galaxy

I+

Tools History

MANAGE YOUR DATA FILES oo_-- " N Data Collection
""" . fg)@ g GE.HO.TOL# XN OCCITANIE

Get Data Q Bloln 0 Pyrénées-Méditerranée 33b & % [ ]
Download Data

Fads Europs "
Jobs statistics :

ot Jveldoer

3: seql.fasta W AR

FILES MANIPULATION
Text Manipulation

Filter and Sort

Join, Subtract and Group
GFE

BED Tools

2: seq2.fasta W AR

1: seq3.fasta W AR

earch teams can thank the Toulouse Midi-Pyrene a E
the genotoul bicinformatics platform Toulouse Midi-| or s s to C instanc

Fetch Sequences <he e.inra.fr'.
of collaboration, you can d tly quote the pers L 1 Z ane
Statistics

= ANVAILABLE

SEQUENCES MANIPULATION
FASTA mani

FastQC: fastg/sam/bam
lllumina faste

Generic FASTQ manipulation
FASTX-Toolkit for FASTQ data

Convert Formats

DATASETS
HISTORY

SAMIBAM MANIPULATION : PICARD
(BETA)

Conversion

QCiMetrics for sam/bam
BAMISAM Cleaning

SAMIBAM manipulation: SAMtools
Sequences Queries —

e Ready to use Workflows Galaxy News E-learning

SGS MAPPING
BWA - Bowtie * 1/FROGS - Find, Rapidly, Otus with Galaxy « 1/How to use datasets collections ?

Indel Analysis Solution * 2/ How to upload several files in Galaxy ?
Variant calling o 2/ Tax4Fun workflow ¢ 3/ New tools : Tax4Fun (manual), VIP (manual),
SNP annotation « 3/ Function Table for Tax4Fun matrix workflow Salmon, multiQC.

RNAseq Alignement » 4/ Tools availables for virologie analyses
RNAseq Raw Ex i i
RNAseq Raw Expression « 5/Virology tools

RMAsen Cufflinks .
< S * 6/ How to use Function Table tool ? »

(® Noureau message

https:/finra.classilio.com/Login
2 e-learning availables : Galaxy initiation and
Quality sequences analysis




Vocabulary of Galaxy

* Tools:

= Atool has a function which is explained when you click on it.
= Each Galaxy platform has its own tools.
= Dataset:
= Adataset s afile, uploaded to Galaxy by you or produced by a tool.
= Be careful: a dataset has a datatype.
“ History:
= Atool generates datasets and these datasets are stored in the current history.

= Everything is permanently saved.

= If you log off your computer or browser, it’s ok, everything will keep running and be saved!



Your Turn!

DISCOVER GALAXY

R R R R R R R R R R R R R R R R R R




Exercise

1. Visit the Galaxy Platform.
2. Look at the tool list.
3. Display only FROGS tools.

4. Display all tools concerning fastq files.



Exercise

Tools -tn
search tools ﬂ

MANAGE YOUR DATA FILES
Get Data

Download Data

Jobs statistics

Search a tool by name.

FILES MANIPULATION

Text Manipulation
Filter and Sort



Manipulate Histories




Your Turn!

CREATE THE 4 HISTORIES NEEDED FOR THE FROGS FORMATION

R R R R R R R R R R R R R R R R R R




To create a new history:

= C(Click on the wheel. * C(Click on « create new ».
Historv ﬂ 'ﬂ' H'I
refresh history options view all histories —_ | HISTORY LISTS |
\ l / \_ 583 gaved Histories
History ~ &0 Unnan  Histories Shared with Me
irch datasats N HISTDFEHI; ACTIDNS

Create New
Copy History

Share ar Publish
Show Structure




To rename a history:

= Click on the history name (at the top). e cam

arch datasets 0
My History

= Enter « multiplex ». B ik o rename histoy Rk

€ This history is empty. You can

load your own data or get data
from an external source

= Hit « Enter » to validate.

Don’t use special

characters or

accents!

V"




Exercise

* Create histories named:
= 454 or ITS
" merged

= temp
= Switch to the history named « multiplex » as current history.

= Go back to the main interface.



How to list all histories?

= To view all histories, click on this icon.

History g 'l‘.'} ED
< search datasets 0)
imported: kinetic Nuria Mach
Analysis

31 shown

34.75 MB Y ®» ®
38: FROGSSTAT OWAR



Explore the « View all histories » section

Done {: search histories 0:} {: search all datasets 0:} - Slzzis iz
Current History v WCh to v Switch to
i \\s B

imported: kinetic Nuria Mach Analysis N Tesm{ools 3 Copy of 'full pt

31 shown sho K2 maria.bernard

34.75 MB A X Copy 2 % ® 14 shown

Delete 11.32 MB
( search datasets (%) (x)
| search datase
Drag datasets here to copy them to the current history 76: FROGS Pre-process: ® & %
2R: FDNACCTAT Dhuvlacan P I ) (PN report.html 14: FROGS Phv




Switch current history

- Using 2.3 GB
m B e 0 search all datasets o oo Create new
ICurrent Historyl - - | F
5

Historique 454 2
0b ®» e | =

g

( search datasets Q) )] g

Dwag datasets here to copy them to the curent history

lﬂ This history is empty l lﬂ This history is empty

O mis history is empty l

= Switch to the history named « multiplex » as current history.

= Click on “Done” to go back to the main interface.



Data import




How to import your data to Galaxy

= Several ways to upload your data to Galaxy:

i

= Shared by other users of Galaxy




How to choose your upload method?

more
than 10
datasets?

Make an archive

Are they
big?
>2 GB

Are they
accessible
from the
web?

Upload data from

Tools -L

One file

Genotoul upload

All the filesin a
directory

VIES Upload data

search tools 0

MAMAGE YOUR DATA FILES
Get Data

l Upload File from your computer |——

Upload File from Genotoul

Upload several files from Genotou
without impact too much your
Galaxy quota

Upload ZIP file from an URL or
browse your local files system

UCSC Main table browser
LCSC Test table browser
LCSC Archaea table browser

EBI SEA ENA SRA

your own computer




Formation data

= | Data - O XJ

&
= All the formation data are in the h

BN > Data v O Recherch... 0
Data folder on your deSktOp. A Nom B Modifié le Type Taille
s Accés rapide
merged 29/06/2017 14:34 Dossier de fichiers
I Bureau » - ) i
e multiplex 29/06/2017 14:34 Dossier de fichiers
¥ Téléchargem: # temp 29/06/2017 1434  Dossier de fichiers

[£) Documents #
&= Images »
. Choose

Formation Galax

Peazip

= |f you don’t have this directory on your desktop, ask us.

= You can find all the formation data online on:
http://genoweb.toulouse.inra.fr/~formation/15 FROGS/FROGS ini/DATA/Dataset/



http://genoweb.toulouse.inra.fr/~formation/15_FROGS/FROGS_ini/DATA/Dataset/

3 possible mode
for uploading

than 10
datasets?

One file

Are they
big? Genotoul upload

All the filesin a
directory

Upload data
via URL

accessible
from the
web?

Upload data from

your own computer



Above all: create an archive

VY ELCER
archive

datasets?

One file

Are they iE

big? Genotoul upload

All the filesin a
directory

accessible
from the
web?

URL upload

Upload from your
computer



Create a Tar file

= Uploading multiple local files is time consuming.

= Solution: put all your files in an archive!

= What is a tar file?

O \
O = > 100
OOO OO




Create a Tar.gz

= Moreover, we can compress the archive to free up space.

@)
QO

OO




Your Turn!

CREATE AN ARCHIVE WITH THE FILES IN MERGED

R R R R R R R R R R R R R R R R R R




/-Z1p

7-Zip is a software called a file archiver.

Can archive and compress files.

Open source

At the lab, you could download it at: http://www.7-zip.org/



http://www.7-zip.org/

Create a Tar file with 7-Zip

= Browse into the Data directory and next into the merged directory.

| = | merged

Accueil Fartage
&« - 4 » Data
A

7F Accés rapide
I Bureau -
* Téléchargem

Documents o
[&=] Images *
Formation Galax
J! Musique
== Share (\wboxsre
B vidéos
¢& OneDrive

[ cepC
B Bureau
=] Images
ﬁ Musique
_Jl Objets 3D
* Téléchargement
B vidéos

Documents

‘i Disque local (C:)

== Share (Nwboxsre
v

9 élément(s)

Affichage
» merged
MNem

D 100_10000seq_sampleAl.fastg
D 100_10000seq_sampleA2.fastg
D 100_10000seq_sampleA3.fastg
D 100_10000seq_sampleB1 fastg
D 100_10000seq_sampleB2.fastqg
D 100_10000seq_sampleB3.fastg
D 100_10000seq_sampleC1.fastg
D 100_10000seq_sampleC2.fasty
D 100_10000seq_sampleC3.fastg

Modifié le

04/04/2018 10:37
04/04/2018 10:37
04/04/2018 1037
04/04/2018 10:37
04/04/2018 10:37
04/04/2018 10:37
04/04/2018 10:37
04/04/2018 10:37
04/04/2018 10:37

Type

Fichier FASTO
Fichier FASTO)
Fichier FASTQ
Fichier FASTQ
Fichier FASTO)
Fichier FASTQ
Fichier FASTQ
Fichier FASTO)
Fichier FASTO)

Taille

%632 Ko
%633 Ko
9629 Ko
%482 Ko
3481 Ko
9480 Ko
9439 Ko
3487 Ko
9487 Ko

v D

Rechercher dans : merged

*
v @
r




Create a Tar file with 7-Zip

= Select all files and right click on it > 7-Zip > Add to archive . ..

I = | merged
Accueil Partage
« v » Data
A

F Accés rapide
I Bureau -
‘, Téléchargem
Documents o
[&] Images 4

Formation Galax

J\ Musique
== Share (V\whoxsrv
B vidéos

‘@ OneDrive

3 cepc
I Bureau
Documents
& Images
ﬁ Musique
_J Objets 30
‘ Téléchargement
B Vidéos

i Disque local ()

== Share (Vwboxsrv
v

G élément(s)

Affichage
» merged v Rechercher dans : merged
MNom Modifié le Type Taille
[ 100_10000seq_sampleAl fastq 04/04,/2018 10:37 Fichier FASTO) 9632 Ko
| ] 100_10000seq_sampleA2 fastq 04/04,/2018 10:37 Fichier FASTO) 9633 Ko
| ] 100_10000seq_sampleA3.fastq 04/04,/2018 10:37 Fichier FASTO) 9629 Ko
D 100_10000seq_sampleB1.fastq 04/04/2018 10:37 Fichier FASTQ 9482 Ko
D 100_10000seq_sampleB2 fastq 04/04/2018 10:37 Fichier FASTQ 9481 Ko
D 100_10000seq_sampleB3.fastq 04/04/2018 10:37 Fichier FASTQ 9480 Ko
D 100_10000seq_sampleC1 fastq 04/04/2018 10:37 Fichier FASTQ 9489 Ko
D 100_10000seq_sampleC2.fastq 04/04/2018 10:37 Fichier FASTQ 9487 Ko
D 1m—-“]mseq_ r. c3, maima A an mm 1 raeer moamm
7-Zip > Extraire les fichiers...
CRC SHA > Extraire Ici
Ha Analyser avec Windows Defender... Extraire wers "*"
| Partager Contréler I'archive
N ecarier Faceaals 3 Ajouter & I'archive...

Envoyer vers

Couper
Copier

Créer un raccourci
Supprimer

Renomrmer

Compresser et envoyer par courriel...

Ajouter 3 "merged.7z"

Compresser vers "merged.7z" et envoyer par courriel

Ajouter & "merged.zip”

Compresser vers "merged.zip” et envoyer par courriel

Propriétés

4 éléments sélectionnés 83,7 Mo

X
v @
P




Create a Tar file with 7-Zip

Change the name of the archive to

« 100_10000seq_sample.tar »

= Choose « tar » as archive format .

Click on OK .

Ajouter a I'archive

C:Uzers\MaloDesktop\Data‘merged®

*

Archive
%) |:|
Format de l'archive : Il tar ~ [I Mode de mise & jour : |.ﬂg'outer et remplacer les fich |
Niveau de compression : |A|..|c:..|ne v | Mode de chemin : | MNom de chemin relatif w |
- | Cptions

Méthode de compression : |

Créer une archive 5FX

Taille du dictionnaire : |

Taille des mots : |

Taille de bloc solide

Nombre de threads CPU : w
Meémoire pour la compressian :

Meémoire pour la décompression :

Diviser en volumes, octets :

St
| [ Compresser des fichiers partagés
i | [ Effacer les fichiers aprés compression
'
Chiffrement
L Entrez le mot de pasze
1MB
Entrez le mot de passe & nouwveau
1MB
| Afficher le mot de passe
S

Paramétres :

téthode de chiffrement :

NTFS
[] Emmagasine liens symboliques

] Emmagasine liens solides

I oK || Annuler || Aide




Create a Tar file with 7-Zip

= Select the newly created archive and right click on it > 7-Zip > Add to archive . ..

=] Images ~ [7] 100_10000seq_sampleB 1 fastq

Tzip D 100_10000seq_sampleB2.fastg
D 100_10000seq_sampleB3.fastg
D 100_10000seq_sampleC1.fastg
D 100_10000seq_sampleC2.fastg
D 100_10000seq_sampleC3.fastg

Formation Galax
Ji Musigue
== Share (\\vboxsrv

@ OneDrive

I CePC
I Bureau
Deocuments
[&=] Images

& EB

Analyser avec Windows Defender...
Partager

Accorder l'accés 3

Restaurer les versions précédentes

Envoyer vers

Couper
Copier

Créer un raccourci
Supprimer

Renommer

Extraire les fichiers..,

Extraire Ici

Extraire vers "100_10000seq_sample\"

Contréler I'archive

Ajouter a l'archive...

Compresser et envoyer par courriel...

Ajouter a "100_10000seq_sample.7z"

Compresser vers "100_10000seq_sample.7z" et envoyer par courriel
Ajouter a "100_10000seq_sample.zip"

Compresser vers "100_10000seq_samplezip" et envoyer par courriel

=1 Outils de dossier compressé ~ merged - O x
Accueil Partage Affichage Extraction b ﬂ
« v » Data » merged rJ) Rechercher dans : merged o
" Mem Meodifié le Type Taille
3 Accés rapide
D “]] “]mseq_ letar NAMAMINA0 1MED | S TAD 35303 KD
I Bureau - = - .
[ ] 100_10000seq_sampleAl fastq OQuvrir avec 9637 Kn
‘ Telechargem D 100_10000seq_sampleA2 fastq T-Zip Cuvrir archive
Documents o D 100_10000seq_sampleA3.fastq CRC SHA Ouvrir archive

} Musigue

Proprigtes

_J Objets 3D

‘ Téléchargement
B vidéos

‘e Disquelocal ()

== Share (\\vboxsrv
v

10 élément(s)

1 élément sélectionné 23,7 Mo




Create a Tar file with 7-Zi

Ajouter 3 'archive *,

= Choose « gzip » as archive format .

Archive - C:iUsers\Malo'Desktop'Data‘merged*.
‘IE-E' 10000seq_sample tar.gz v| I:l

. C I I C k O n O K . Format de I'archive : Ign'p w l Mode de mige a jour ; |.ﬂj0|..|teret remplacer les fict |

Niveau de compression | Nomale v | Mode de chemin : | Mom de chemin relatif ™ |
Méthode de compression : | Deflate ~ | Options
Créer une archive SFX

Taille du dictionnaire : |3‘2 KB ~ |

[] Compresser des fichiers partagés
Taille des mots : |32 ~ | [] Effacer les fichiers aprés compression
Taille de bloc solide : v

Chiffrement
MNombre de threads CPLU : w A1 Ertrez le mot de passe
Mémoire pour la compression : IMB

Entrez le mot de pasze & nouveau
Mémoire pour la décompression 2MB

Diviser en volumes, octets :
| v

Paramétres :

Afficher le mot de passe

tethode de chiffrement ; ~

I oK || Annuler || Aide




Create a Tar file with 7-Zi

= | Outils de dossier compressé ~ merged - O x
Accueil Partage Affichage Extraction i ﬂ
« v » Data * merged v O Rechercher dans : merged yal
A Mom - Meodifié le Type Taille
iﬁgzigjplde R D 100_10000seq_sample.tar 0d/04/2018 10653 Fichier TAR 85 803 Ko
D 100_10000seq_sample.tar.gz 04/04/2018 10655 Fichier GZ 4383 Ko
¥ Téléchargem: # [] 100_10000seq_sampleA1 fastg 04/04/2018 10:37  Fichier FASTQ 9632 Ko
Documents D 100_10000seq_sampleA2.fastq 04/04/2018 10:37 Fichier FASTO 9633 Ko
&) Images * D 100_10000seq_sampleA3.fastq 0d/04/2018 10637 Fichier FASTQ 9629 Ko
Tzip D 100_10000seq_sampleB.fastq 04/04/2018 10:37 Fichier FASTQ 9482 Ko
Formation Galax D 100_10000seq_sampleB2 fastq 04/04/2018 10:37 Fichier FASTO 9481 Ko
J’ Musique D 100_10000seq_sampleB3.fastq 04/04/2018 10:37 Fichier FASTO 9480 Ko
D 100_10000seq_sampleC1.fastq 0d/04/2018 10637 Fichier FASTCY 3489 Ko
= Share (vbocsy D 100_10000seq_sampleC2.fastg 04/04/2018 10:37 Fichier FASTQ 9487 Ko
‘@ COneDrive D 100_10000seq_sampleC3.fastq 04/04/2018 10:37 Fichier FASTO 9487 Ko
O CepcC
I Bureau
=| Documents
[&] Images
ﬁ Musique
_J Objets 3D
* Téléchargement
B Vidéos

o Disque local ()

== Share (\\wboxsre
]

11 élément(s) 1 élément sélectionné 427 Mo =2 &




Create an archive= OK

Make an
. than 10
archive

Are they
big? Genotoul upload

>2 GB

All the files in a
directory

accessible
from the URL upload

web?

Upload from your
computer




1st case for uploading your data

“_ Always possibl

archive than 10

-
-
_-

Are they
big? Genotoul upload

All the filesin a
directory

accessible

from the URL upload

web?

Upload data from
your own computer




Your Turn!

UPLOAD FILES FROM YOUR COMPUTER

R R R R R R R R R R R R R R R R R R




Upload local files

= |n Galaxy, your current history must be Tools
mUItipleX. \ search tools ﬂ/
= Click on the « Get Data » tool. MANAGE YOUR DATA FILES
| EEtDatal
= Upload file from your computer. [Upload File rom your computer |

Lpload File from Genotoul

Upload several files from Genotoul
without impact too much your

A\ For files smaller than 2 GB -

Upload ZIP file from an URL or
browse your local files system

LUCSC Main table browser
LUCSC Testtable browser
LCSC Archaea table browser

EEBI SEA ENA SRA



Upload local files

Download from web or upload from disk

Begular Composite

Click here to choose a file on your hard drive.

Upload one of the two files in the multiplex directory.

Type (setall): | Auto-detect | Q Genome (setall): | unspecified (7) [+ ]

[ L0 Choose local file ] (& Paste/Fetch data Pause Reset Start Close




Upload local files

Download from web or upload from disk

The datatype of a file indicates

. Regular = Composite
the content of it.

You added 2 file(s) to the queue. Add mare files or click 'Start' to proceed.

fasta = fasta

Name Size Type Genome Settings Status
.fa Stq = fa Stq ﬂbarcude_fc:;ward.tahul 260 b |M| Q | unspecified (?) | b | E o W
tar = tar O multiplex.fastg 2.1ME - | Q | unspecified (?) | - | o Ty

Select the type corresponding 1. Select the type of file (Do not leave on Auto-Detect!).

2. Select your other files the same way. 3. Begin upload.

Type (set all): | Auto-detect | v | Q Genome (set all): | unspecified (?)

to your file.

Do no not trust blindly

v
the auto-detect!
0 Choose local file [# Paste/Fetch data Pause Reset Close




Upload local files

History w L [T]
search datasets ﬂ
multiplex

Z shown, 1 deleted

2.12 MB ~ % ®
2: multiplex.fastq @ &S R
1: @& & X
barcode forward.tabular




1st case = OK

more

Make an ~
archive s
One file

Are they
big?

Genotoul upload
All the files in a
directory

URL upload

accessible
from the
web?

Upload data from
your own computer




2nd case for uploading your data

Make an
archive than 10

Are they
big? Genotoul upload

All the filesin a
directory

accessible Upload data
from the via URL

web?

Upload data from
your own computer



Your Turn!

UPLOAD FILE FROM AN URL




Upload file from URL

1. Switch to 454 or ITS history as current history.
Download from web or upload from disk
2. Go to Get Data > Upload File from your computer
Regular COITIDOS“E
3. C||Ck on Paste/FetCh Data You added 1 file(s) to the queue. Add more files or click ‘Start to proceed.
4. Copy the address of the file: Name Size Tpe Genome Setings Status
http://genoweb.toulouse.inra.fr/~formation/15 FROGS/FROGS ini/ @ New Fie 760 ([ uodetect o] Q [ unspeched(d  |v] @ @
DATA/454 fa StCl You can tell Galaxy to download data from web by entering URL in this box (one per line). You can also directly paste the contents of a file.
\» http:/igencweb.toulouse. inra. fri~formation/ls FROGSIFROGS ini/DATA/MS fastg

Or
http://genoweb.toulouse.inra.fr/~formation/15 FROGS/FROGS e )

ini/DATA/ITS tar.gz 7 :

1. Change the type!

2. C||Ck on Start. Type (setall | Auto-detect -1 Q Genome (setall): | unspecified (7) [+]
3. You can put one address per line for multiple uploads. D2 Choose locai e pause | Reset || close


http://genoweb.toulouse.inra.fr/~formation/15_FROGS/FROGS_ini/DATA/454.fastq
http://genoweb.toulouse.inra.fr/~formation/15_FROGS/FROGS_ini/DATA/ITS.tar.gz

Upload file from URL

History < &0

i search datasets '9:

454

1 shown

26.13 MB &% e

v ~Vir OR
http:ligenoweb.toulouse.inra.fr

I~formation/l1s FROGSIFROGS ini

IDATA[454 fas

History S#m
search datasets 0::‘
ITs

1 shown

156.91 MB &% ®
1: @ & %
http: toulouse.inra.fr

[~formation/15 FROGS

FROGS ini/DATA/ITS.tar




2nd case = OK

Make an more
archive than 10

datasets?

One file

Are they
big? Genotoul upload

All the filesin a
directory

accessible Upload data
from the
web?

Upload data from
your own computer




3rd case for uploading your data

WV ELCER ’
archive than 10

. Always possibl

One file
Are they Genotoul
big?

upload

All the filesin a
directory

accessible
from the URL upload

web?

Upload data from
your own computer



3rd case for uploading your data

:" Make an o
‘\ archive than 10

One file per one file

Arzi:;e" GenoToul
upload
All files in a directory

. Always possibl

URL upload

accessible
from the
web?

Upload data from
your own computer



-~

Above aII:’gput data on Genotoul server

5' WV ELCER
archive than 10

—————————— e Genotoul
________ big?

upload

One file

All the files in a
directory

accessible

from the URL Upload

web?

Upload data from

your own computer



Your Turn!

PUT DATA ON GENOTOUL SERVER

R R R R R R R R R R R R R R R R R R




Objectives: Transfer your files to your Genotoul
account and link the file to Galaxy

) Parcouric e résesu 100_100005¢q s 100_16990seq 53 100_100005eq_5
MEeCLAmy  mpecafiy  mpeCifng

< > A 4 M homeimalo/Bues/Noureas dossier @
PERIPHERIGUES.
= = =
@ Systeme d ickiers Ty Cl
- s WELCOME To YOUR GALAXY WORKBENEH
100-10000seq.sa 100.10000seq-sa 100.10000seq_sa Lt
BIPLACEMENTS. opleNL fas pieAZ fasiy pleAS. Lty Thos inviemen 2 g1 e, sl
o e —
; = = = n:sfé
. = = =
W corbeile 100_10000seq_sa 100_10630seq_sa 100_19000seq_sa
(= [ A
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Objectives: Transfer your files to your
Genotoul with Filezilla

" Open the data directory on your desktop.

= Launch Filezilla.

= Filezilla is a FTP client i.e. can transfer files to a distant server.

= You can download it on : https://filezilla-project.org/




w

File Edit r ks Help

ber ~ = S

# v || E QRO T TAaAss
Host: Username: Password: | | Port: ‘ | E| CO nn ectlo N

Local site: | /home/malo/Bureau/Mouveau dossier/ hd

= ‘_—” l

+ [ bin

Filename Filesize Filetype w Last modified Filename Filesize Filetype v  Last modified Per
m-
. | 100_10000seq_sample tar.gz 4,773,706 gzfile 06/28/2017 05... Not connected to an server
__| sampleA_R2 fastq 66,157,532 fastg-file 06/27/2017 10:.. !
__| sampleA_R1 fastq 66,157,532 fastg-file 06/27/2017 10:...
| 100_10000seq_sampleC3.fastq 9,714,424 fastq-file 06/16/2015 10:..
| 100_10000seq_sampleC2.fastq 9,714,107 fastq-file 06/16/2015 10...
__| 100_10000seq-sampleCl. fastq 9,716,445 f -file p:ﬁszlS 10:... h
| 100_10000seq_sampleB3.fastq 9,707,364 f:%“ r 0 /2015 10:... : T e Se rve r
__| 100_10000seq_sampleB2.fastq 9,707,921 fastq-file 06/16/2015 10:...
| 100_10000seq-sampleBl.fastq 9,709,480 fastqg-file 06/16/2015 10....
| 100_10000seq_sampleA3.fastq 9,859,424 fastq-file 06/16/2015 10:..
__| 100_10000seq_sampleA2.fastq 9,863,209 fastq-file 06/16/2015 10:...
.| 100_10000seq_sampleAl fastg 9,862,292 fastg-file 06/16/2015 10...
12 files. Total size: 224,943 436 bytes Not connected.

Queued files | Failed transfers | Successful transfers

@ Queue: empty e
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gvifegATEokexr mase

Host: Username: Password: Port: H

Status: SISV U SO0y USLTiY U1 T TOTET DU i WOt
Status: Listing directory /fwork/mleboulch
Status: Directory listing of “/work/mleboulch” successful
Status: Retrieving directory listing of “/work/mleboulch/Formation”..
Status: Listing directory /fwork/mleboulch/Formation
Status: Directory listing of “/work/mleboulch/Formation” successful
Status: Deleting 2 files from “/work/mleboulch/Formation™ |
Status: Disconnected from server
Local site: |/home/malo/Bureau/Data/ v Remote site: | fwork/mleboulch/Formation v
= :l | =[] mleboulch |
B mergs = R

Filename Filesize Filetype w Last modified Filename Filesize Filetype » Last modified Per
|- |-

t Direct 06/29/2017 05:...
£ temp rectery Empty directory listing
[ multiplex Directory 06/29/2017 05....
[ merged Directory 06/29/2017 05:...

i
desktop.
3 directories Empty directory.
Server/Local file Direction Remote file Size Priority  Status

Queued files Failed transfers | Successful transfers (2)

D@ Queue: empty (X
i —
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gviegATEokoexr mas e

Username: Password: Port: H

SISV U SO0y USLTiY U1 T TOTET DU i WOt
isting directory /work/mleboulch

\ectory listing of “/work/mleboulch” successful

ieving directory listing of “/work/mleboulch/Formation”...
y directory /work/mleboulch/Formation

Local site: v Remote site: | /work/mleboulch/Formation v

| - [ mleboulch |

o

Filesize Filetype w Last modified Filename Filesize Filetype » Last modified Per

m.

Filename
n.

[ temp
[ multiplex
[ merged

Directory 06/29/2017 05:...
Directory 06/29/2017 05:...
Directory 06/25/2017 05:...

To connect to Genotoul click on this

Empty directory listing

icon.

3 directories Empty directory.

Server/Local file Direction Remote file Size Priority  Status

Queued files Failed transfers | Successful transfers (2)

D@ Queue: empty (X
i —
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o T T [
Site Manager

Select Entry:
General Advanced Transfer Settings »
- H _ logi | ) f v [ My Sites
ost: genologin.toulouse.inra.tr B Formation Protocol: SFTP - 55H File Transfer Protocol v
= Port: 22 ! Host: genologin.toulouse.inra.fr Port: 22]
“ Protocol: SFTP
= User: your Genotoul |Ogin Logon Type: | Ask for password v
* Logon Type: Ask for password User: mleboulch
. Password:
* Click on connect.
Background color: | Mone -
Comments:
MNew Sit MNew Fold
= Password: your password i —
Mew Bookmark Rename
Delete Duplicate




~

File Edit

113 [_puliBan |

==t | =

i v = Ok %« T

Host: Username: Password: Port: Cluickconnect | =
Status: Connecting to genotoultoulouse.inrafr..

Status: Connected to genotoultoulouse.nrafr

Status: Retrieving directory listing...
Status: Listing directory /home/mleboulch
Status: Directory listing of “/home/mleboulch” successful

Local site: | fhome/malo/Bureau/Datal Remote site: | /home/mleboulch =
=N I - 2] home
by - = .

Filename Filesize Filetype Last modified Filename Filesize Filetype »  Last modified F
o . m.

M temp Directory 06/29/2017 05:.. | recently-used.xbel 4,162 xbel-file 03/30/2017 02:26:33 PM -1

) multiplex Directory 06/29/2017 05:.. | viminfo 615 File 02/14/2017 09:59:45 AM -1

) merged Directory 06/29/2017 05:.. | python_history 542 File 06/01/2017 11:08:10 AM -+

| .bashrc 52 File 02/14/2017 09:59:45 AM

| .bash_profile 226 File 05/15/2017 03:39:59 PM

| .bash_history 17,308 File 06/23/2017 11:15:47 AM

| Xauthority 4,608 File 06/23/2017 11:15:15 AM

. . . 10/21/2016 0

Double click on work directory to access it. 3 sove Direcory  10/21/2016 043706 PM

0 AlC-prefs Directory ~ 02/14/2017 10:04:44 AM  di

0 ssh Directory ~ 01/10/2017 02:28:16 PM  di

0 pki Directory ~ 03/30/2017 02:56:02 PM  di

[ pathway-tools Directory ~ 06/01/2017 10:45:23 PM  di

0 .gnome2 Directory ~ 02/01/2017 06:14:17 PM  di

[ .gconfd Directory 03/30/2017 02:26:51 PM  di

[ .gconf Directory 03/30/2017 09:08:21 AM di

1 dbus Directory ~ 02/01/2017 06:12:40 PM  di

[ .config Directory 04/25/2017 04:13:46 PM  di

3 directories

Server/Local file Direction Remote file

Queued files | Failed transfers | Successful transfers

Selected 1 directory.

Size Priority  Status

S @ Queue: empty *e
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Host: Username: Password:

Statas: DEEg £ TS 10T 7wl n e D0 Ui i 0T i@t

Status: Disconnected from server

Status: Retrieving directory listing of "/work/mleboulch”...

Status: Listing directory fwork/mleboulch

Status: Directory listing of "/work/mleboulch” successful

Status: Retrieving directory listing of “/work/mleboulch/Formation™..

Status: Listing directory /work/mleboulch/Formation |
Status: Directory listing of "/work/mleboulch/Formation” successful

Local site: | /home/malo/Bureau/Data/

Remote site: /work/mleboulch/

- pEs - [ mleboulch |
j—‘ merged | Formation
Filename Filesize Filetype \: Last modified Filename ) Filesize Filetype » Last modified Per
|- m-
:j::llﬁplex Directory 06/29/2017 05... R TN B
[ merged . . . )
= (Create new directory with right click > ¥ oo
‘% A il
Create directory. i o
. . Create directory and enter it
= Name it « Formation ». Creste new e
Refresh
= Go inside this directory next. o
| \ UR ] ||| I
File permission
3 directories

Server/Local file

Queued files

Failed transfers | Successful transfers (2)

Direction Remote file

Empty directory.

Size Priority Status

D Queue: empty @e
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i (
gvlf72 oh© %2 a9 ®

Host: Username: Password: Port: -
Statas IS G SIG Ty TR RS DT
Status: Directory listing of "/home/mleboulch™ successful

Status: Retrieving directory listing of "fhome/mleboulch/work”...
Status: Listing directory /work/mleboulch

Status: Directory listing of “/work/mleboulch” successful
Status: Retrieving directory listing of “fwork/mleboulch/Formation”..
Status: Listing directory /work/mleboulch/Formation
Status: Directory listing of “/work/mleboulch/Formation™ successful

Local site: | fhome/malo/Bureau/Data/ e Remote site: | fwork/mleboulch/Formation -

- B/ | = [ mleboulch l

+ [ bin l] Formation

Filename Filesize Filetype w Last modified Filename Filesize Filetype w  Last modified Per

.- m-
Directory __06/29/2017 05... — Empty directory lstn
[ multiplex Directory 06/29/2017 05.... P v ’
1 merged Directory 06/29/2017 &4
= Select the temp directory and drag
and drop it following the arrow.
= Double click on the merge directory.
Selected 1 directory. Empty directory.
Server/Local file Direction Remote file Size Priority  Status

Queued files | Failed transfers | Successful transfers

@ Queue: empty e




Host: Username: Password: Port: -

Sratas, CISTH g O ECGT 0T R TS DU O TS T TS
Command: put "/home/malo/Bureau/Data/temp/temp2.fastq” “temp2.fastq”

Command: local:/home/malo/Bureau/Dataltemp/temp? fastq => remote./'work/mleboulch/Formation/temp/temp2 fastq
Status: File transfer successful, transferred 2,226,378 bytes in 1 second

Status: File transfer successful, transferred 2,226,378 bytes in 1 second
Status: Retrieving directory listing of “fwork/mleboulch/Formation”...
Status: Li.sting dire.ct.oryI lw?rklmleboulchiFormation. ) |
Status: Directory listing of “/work/mleboulch/Formation” successful
Local site: | /home/malo/Bureau/Data/merged/ v Remote site: | /work/mleboulch/Formation v
- [ Data -1 I mleboulch l
F_' | Bl ! Formation
Filename Filesize Filetype w Last modified Filename Filesize Filetype w  Last modified Per
m- m-
—sample.tar.gz gz-file 06/28/2017 05:... [ temp Directory 06/29/2017 06:01:32 PM  drw:
100_10000seq_sampleC3.fastq 9,714,424 fastq-file 06/16/2015 10....
100_10000seq_sampleC2 fastq 9,714,107 fastq-file 06/16/2015 10....
100_10000seq_sampleCl fastq 9,716,445 fastq-file 06/16/2015 10....
100_10000seq_sampleB3.fastq 9,707,364 fastq-file 06/16/2015 10....
100_10000seq_sampleB2 fastq 9,707,921 fastq-file 06/16/2015 10:...
100_10000seq_sampleB1 fastq 9,709,480 fastq-file 06/16/2015 10:...
100_10000seq_sampleA3 fastq 9,859,424 fastq-file 06/16/2015 10:...
100_10000seq_sampleA2 fastq 9,863,209 fastq-file 06/16/2015 10:...
100_10000seq_sampleAl.fastq 9,862,292 fastq-file 06/16/2015 10...

= Select the
100_1000seq_sample.tar.gz file and

drag and drop it following the arrow.

Selected 1 file. Total size: 4,773,706 bytes

Server/Local file Size Priority  Status

= Double click on the merge directory.

Queued files Failed transfers | Successful transfers (2)

DO Queuve: empty e
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oul.toulouse.inra.fr - FileZilla

Host: Username: Password: Port: Quickconnect -

Status: Directory listing of "/work/.vle™ successful

Status: Retrieving directory listing of "fwork/BPMP"...

Status: Listing directory fwork/BPMP

Status: Directory listing of "fwork/BPMP" successful

Status: Retrieving directory listing of "fwork/mlebeurrier2"...

Command: cd "/work/mlebeurrier2”

Error: Directory fwork/mlebeurrier2: permission denied

Error: Failed to retrieve directory listing

Local site: | fhomefmalo/Bureau/Data/merged/ hd Remote site: | /work/mleboulch hd
» [l Data -

e

] Databas¢ } Download
- — - ﬁ. Add to queue |

| NI poy v,

Filename Filesize ~ Filetype Last modified Filesize = Filetype Last modified w Permis
.. [ | Create directory |
[ | Create directory and enter it Directory  0&6/08/2018 11:19:08 AM  drwxr-

| | Directory 03/14/2018 02:21.50 PM  drwxr-s

UUUUseq_sampleBEl.fastq . [ | pE s Directory ~ 03/13/2018 11:50:00 AM  drwxr-3
100_10000seq_sampleC2.fastq 9,714,107 fastq-file 04/04/2018 10.... [ ] Hesame Directory  03/09/2018 04:09:45PM  drwxr-)
100_10000seq_sampleC3.fastq 9,714,424 fastq-file 04/04/201810:... ] | Copy URL(s) to clipboard | Directory  03/06/2018 04:25:02PM _ drwxr-)
100_10000seq_sampleCl.fastg 9,716,445 fastg-file 04/04/201810:... [ | Directory ~ 03/06/2018 01:24:27 PM  drwxr-3
100_10000seq_sampleA3.fastqg 9,859,424 fastq-file 04/04f2018 10:... || Directory  02/28/2018 03:48:40 PM  drwxr-;
100_10000seq_sampleAl.fastg 9,862,292 fastg-file 04/04f2018 10:... | Directory  02/28/2018 03:47:01PM  drwxr-;

Directory 02/28/2018 09:29:46 AM  drwxr-y
Directory  10/30/2017 05:07:06 PM  drwxr-j
Directory ~ 08/30/2017 04:26:59 PM  drwxr-3

Right click on it and click on File Attributes.

11 directories

Size Prio

-l Queued files l Failed transfers l Successful transfers

D@ Queue: empty
s
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Change file attributes

Please select the new attributes for the directory

“Formation”.
/OTTITTET PETIYISSIoNS

4 )
+| Read | Write | Execute

Group permfssions

 Check that all boxes for execute and read are checked.

v Read T Write | Execute
Public permifsions * Recurse this action to all files and subdirectories.
+| Read [ | Write v| Execute  That allows Galaxy to access your files on Genotoul.
Gl \_ Y, y y
Mumeric value: | 755 * (Click on Ok.

You can use an x at any position to keep the
permission the original files have.

C* Hecurse into subdirectories \

= Apply to all files and directories
") Apply to files only

\_ ") Apply to directories only .
— Cancel v’ OK




3rd case for uploading your data « one
file per one file »

Now, your data are on

GenoToul

Are there

\VELCEN o more
archive ' than 10 This file can be un

datasets?

simple file or an

archive
One file per one file

Are they GenoToul
big?

>2 GB upload

All files in a directory

Are the
accessible
from the
web?

URL upload

Upload data from
your own computer



i ENTNE Ok O ENOg- A

Host: Username: Password: Port: -

Status: SR PETTTIE510115 U1 1 W1 RS D 71 01 1118000 WPy CE P2 838 w0 195
Status: fwork/mleboulch/Formation/temp/temp2 fastq: 0644 -> 0755
Status: Retrieving directory listing of “fwork/mleboulch/Formation’..
Status: Listing directory fwork/mleboulch/Formation
Status: Directory listing of “/work/mleboulch/Formation” successful
Status: Retrieving directory listing of “/work/mleboulch/Formation/temp”...
Status: Listing directory fwork/mleboulch/Formation/temp I
Status: Directory listing of "/work/mleboulch/Formation/temp” successful
Local site: | /home/malo/Bureau/Data/merged/ v Remote fwork/mleboulch/Formation v

T mow " |

F [ temp
Filename Filesize Filetype w Last modified Filename Filesize Filetype w  Last modified Per
0. m.
100_10000seq_sample.tar.gz 4,773,706 gz-file 06/29/2017 06:04:35 PM  -rwn

Select this text and copy it by pressing the B temp Directory ~ 06/29/2017 06:01:32 PM _ drw
keyboard keys Ctrl+C.

_oa Jd 3,107 .3 daLg- e
100_10000seq_sampleB1 fastq 9,709,480 fastqg-file 06/16/2015 10... 8
100_10000seq_sampleA3 fastq 9,859,424 fastq-file 06/16/2015 10...
100_10000seq_sampleAZ fastq 9,863,209 fastqg-file 06/16/2015 10...
100_10000seq_sampleAl fastq 9,862,292 fastqg-file 06/16/2015 10...
10 files. Total size: 92,628,372 bytes 1 file and 1 directory. Total size: 4,773,706 bytes
Server/Local file Direction Remote file Size Priority Status
Queued files Failed transfers | Successful transfers (3)

D@ Queue: empty e
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Tools &

MANAGE YOUR DATA FILES
Get Data
Upload File from your computer

Upload File from Genotoul

without impact too much your
Galaxy quota

Upload ZIP file from an URL or
browse your local files system

UCSC Main table browser
UCSC Test table browser
UCSC Archaea table browser
EBISRA ENA SRA

Download Data
Jobs statistics

FILES MANIPULATION
Text Manipulation

Filter and Sort

Join, Subtract and Group
GFF

BED Tools

Convert Formats

Fetch Sequences
Statistics

Graph/Display Data

SEQUENCES MANIPULATION
FASTA manipulation

FastQC: fastgisam/bam

llumina fastg

Generic FASTQ manipulation
FASTX-Toolkit for FASTQ data
SAM/IBEAM MANIPULATION : PICARD
(BETA)

Conversion

QCIMetrics for samibam

<

Upload File from Genotoul (Galaxy Version 1.0.0) « Options

Path to file

Path must be like : work/lUSERNAME/somewhere/afile

File type

| targz

lows you to use a file stored in your genotoul work directory and optimize Galaxy work space by creating symlinks.

Path to file

= Switch to merged history.

This must be an absolute

wvalid path : iwork/Lin
invalid path : /nomefl

= Next go to Get Data > Upload File from Genotoul.

To use this tool and to maintain the confidentiality of yours directories:
1. Create a "galaxy” directory in your work : mkdir galaoy

2. chmod a+x work/LinuxUserName

Example : drwxr-x--x 4 smaman sigenae 16384 mar 9 14:15 work/smaman

3. chmod a+r AworkiLinuxUserMame/dataGalaxy.fasta

ﬂ Thanks to the fact that this tool requires you to enter your filepath (without "browse" button), you can manage your data privacy.
For example, if your data to download in Galaxy are: iworkiLinuxUserName/galaxy/data.fasta:
1. Add "x"rights to "others” on fworkiLinuxUserName/! and on galaxy/

Itis not useful that “others™ have "r" rights of these directories.

2. Add "r"rights (only) to "others™ on data.fasta file.

Thus, Galaxy can access and read data.fasta but all other files in those directories will not be accessible or readable.

fastq files have to be uploaded in a correct format (for instance, fatsgsanger) in order to be used by Galaxy tools. If this is not the case, your fatsq files uploaded will not be listed among available datasets in Galaxy tools.

Version Galaxy Tool : V1.0

Versions of bioinformatics tools used : No bioinformatigue tool used.

History

sarch de Q)
merged
0b v e

ﬂ This history is empty. You can load

your own data or get data from an
external source




Tools L

MANAGE YOUR DATA FILES
Get Data
Upload File from your computer

Upload File from Genaotoul

Upload several files from Genotoul
without impact too much your

Galaxy quota

Upload ZIP file from an URL or
browse your local files system

UCSC Main table browser
UCSC Test table browser
UCSC Archaea table browser
EEISRA ENA SRA

Download Data
Jobs statistics

FILES MANIPULATION
Text Manipulation

Filter and Sort

Join, Subtract and Group
E

BED Tools

Convert Formats

Fetch Sequences
Statistics

Graph/Display Data

SEQUENCES MANIPULATION
FASTA manipulation

Eas : fastglsam/bam

llumina faste

Generic FASTQ manipulation
FASTX-Toolkit for FASTQ data
SAM/IBEAM MANIPULATION : PICARD
(BETA)

Conversion

QCIMetrics for samibam

<

Upload File from Genotoul (Galaxy Version 1.0.0) w Options

Path to file

Path must be like : iwork/lUSERNAME/somewNe

= Copy the text here by pressing Ctrl+V.

| targz - |

= Don’t forget to change the Datatype!

D What it does

This program allows you to use a file stored in your genotoul work directory and optimize Galaxy work space by creating symlinks.

Path to file
This must be an absolute path to a file located in your genotoul work directory. The path must start with iworklYOUR_USER_NAMEI/blablabla.extension

valid path : worki/LinuxUserName/galaxyfile.extension
invalid path : /home/LinuxUserNameiwork/galaxyffile.extension

To use this tool and to maintain the confidentiality of yours directories:
1. Create a "galaxy” directory in your work : mkdir galacy

2. chmod a+x work/LinuxUserName

Example : drwxr-x--x 4 smaman sigenae 16384 mar 9 14:15 ;work/smaman

3. chmod a+r iwork/LinuxUserMame/dataGalaxy.fasta

ﬂ Thanks to the fact that this tool requires you to enter your filepath (without "browse" button), you can manage your data privacy.
For example, if your data to download in Galaxy are: iwork/LinuxUserName/galaxy/data.fasta:
1. Add "% rights to “others” on work/LinuxUserName/ and on galaxy/

Itis not useful that "others™ have "r" rights of these directories.

2. Add “r* rights (only) to “others” on data.fasta file.

Thus, Galaxy can access and read data.fasta but all other files in those directories will not be accessible or readable.

fastq files have to be uploaded in a correct format (for instance, fatsgsanger) in order to be used by Galaxy tools. If this is not the case, your fatsq files uploaded will not be listed among available datasets in Galaxy tools.

Version Galaxy Tool : V1.0

Versions of bioinformatics tools used : No bioinformatigue tool used.

History

arch ds Q)
merged
Ob > ®

) This history is empty. You can load

your own data or get data from an
external source




Path to file Path to file

Aworkimleboulch/Farmation — | Aworkimleboulch/Formation/100_10000seq_sample targz

Path must be like : work/lUSERMAMESSomewhere/afile Path must be like : work/USERMAMESomewhere/afile

You must add « / » and the name of the file at
the end of the text.




MANAGE YOUR DATA FILES
Get Data
Upload File from your computer

Upload File from Genotoul

Upload several files from Genotoul
withoutimpact too much your

Galaxy quota

Upload ZIP file from an URL or
browse your local files system

UCSC Main table browser
UCSC Test table browser
UCSC Archaea table browser

EBISRA ENA SRA

Download Data
Jobs statistics

FILES MANIPULATION

Text Manipulation

Filter and Sort

Join, Subtract and Group

m

BED Tools

Convert Formats

Feich Sequences

Statistics

GraphiDisplay Data
SEQUENCES MANIPULATION
FASTA manipulation

FastQC: fastg/sam/bam
lllumina faste

Generic FASTQ manipulation
FASTX-Toolkit for FASTQ data
SAMIBAM MANIPULATION : PICARD
(BETA)

Conversion

QCiMetrics for sam/bam

o 1 job has been successfully added to the queue - resulting in the following datasets:

1: hwor leboulchiFor 100_ q_sample.tar.gz

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

History

<

After executing, the file is imported into Galaxy.

merged
1 shown

4.55 MB

1: iworkimleboulch
[Formation

¥ % e

@& X

1100 10000seq sample.tar.gz




3rd case for uploading your data « All
files in a directory »

Now, your data are on

GenoToul

Are there

\VELCEN o more
archive ' than 10

datasets?

One file per one file

Are they GenoToul
big?

>2 GB upload

All files in a directory

Are the

accessible L YES URL upload A directory is not

from the

an archive
web?

Upload data from
your own computer



#yllgnTe Ok O % ENOg- A

Host: Username: Password: Port: -

Sraas. SELLT e NESIGTIS GT T WO AT IS U G G S LS e 0 703
Status: fwork/mleboulch/Formation/temp/temp2 fastq: 0644 -> 0755

Status: Retrieving directory listing of “fwork/mleboulch/Formation’..

Status: Listing directory fwork/mleboulch/Formation

Status: Directory listing of “/work/mleboulch/Formation” successful

Status: Retrieving directory listing of “/work/mleboulch/Formation/temp”...

Status: Listing directory fwork/mleboulch/Formation/temp I
Status: Directory listing of "/work/mleboulch/Formation/temp” successful

Local site: | /home/malo/Bureau/Data/merged/ v BT CRA Gl ook mleboulch/Formation) v

- [ Data Sl Formation
- | T |

Filename Filesize Filetype w Last modified Filename Filesize Filetype w  Last modified Per
0. m.
100_10000seq_sample.tar.gz 4,773,706 gzfile 06/28/2017 05... 100_10000seq_sample.tar.gz 4,773,706 gz-file 06/29/2017 06:04:35 PM  -rwn
100_10000seq_sampleC3 fastq 9,714,424 fastg-file 06/16/2015 10... [ temp Directory ~ 06/29/2017 06:01:32 PM  drw:

100_10000seq_sampleC2 fastq 9,714,107 fastg-file 06/16/2015 10...
100_10000seq_sampleC1 fastq 9,716,445 fastg-file 06/16/2015 10...
100_10000seq_sampleB3 fastq 9,707,364 fastg-file 06/16/2015 10...

100_10000seq_sampleB2 fastq 9,707,921 fastg-file 06/16/2015 10...

Double click on the temp directo

10 files. Total size: 92,628,372 bytes 1 file and 1 directory. Total size: 4,773,706 bytes

Server/Local file Direction Remote file Size Priority Status

Cueued files Failed transfers | Successful transfers (3)

D@ Queue: empty e
R R R R R R R R ——————————
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Host: Username: Password: Port: -

Statas. CISUTIg GECLgT Y T S U G T E
Status: Directory listing of “fwork/mleboulch/Formation” successful
Status: Retrieving directory listing of "/work/mleboulch/Formation/temp”...

Status: Listing directory fwork/mleboulch/Formation/temp
Status: Directory listing of “/work/mleboulch/Formation/temp” successful
Status: Retrieving directory listing of “/work/mleboulch/Formation/temp”..

Status: Listing directory fwork/mleboulch/Formation/temp |
Status: Directory listing of “fwork/mleboulch/Formation/temp” successful
Local site: | /home/malo/Bureau/Data/merged/ v @}/ work/mleboulch/Formation/temp b
= [ Data Formation |
[l merged L temp
Filename Filesize Filetype w Last modified Filename Filesize Filetype w  Last modified Per
m- m-
| 100_10000seq_sample.tar.gz 4,773,706 _ | temp2 fastq 2,226,378 fastg-file 06/25/2017 06:01:33 PM  -rwn
_| 100_10000seq_sampleC3.fastq 9,714,424 | temp.fastq 2,226,378 fastg-file 06/29/2017 06:01:33 PM  -rwn»
| 100_10000seq_sample(2 fastq 9,714,107
| 100_10000seq_sampleC]1 fastq 9,716,445 fastg-file .
| 100_10000seq_sampleB3 fastq 9,707,364 fastg-file 06/16/2015 10...
| 100_10000seq_sampleB2.fastq 9,707,921 fastq-file 06/16/2015 10...
_| 100_10000seq_sampleB1 fastq 5,709,480 fastq-file 06/16/2015 10:... ,
| 100_10000seq_sampleA3 fastq 5,859,424 fastg-file 06/16/2015 10....
| 100_10000seq_sampleA2 fastq 5,863,209 fastg-file 06/16/2015 10....
_| 100_10000seq_sampleAl.fastq 9,862,292 fastg-file 06/16/2015 10...
10 files. Total size: 92,628,372 bytes 2 files. Total size: 4,452,756 bytes
Server/Local file Direction Remote file Size Priority Status
Queued files Failed transfers | Successful transfers (3)

D@ Queue: empty e
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= Galaxy

Tools XL

MANAGE YOUR DATA FILES

Upload File from your computer

Upload File from Genotoul

Upload several files from Genotoul
without impact too much your

Galaxy quota

Upload ZIP file from an URL or
browse your local files system

UCSC Main table browser
UCSC Test table browser
UCSC Archaea table browser

EBI SRA ENA SRA

Download Data
Jobs statistics

FILES MANIPULATION

Text Manipulation

Filter and Sort

Join, Subtract and Group

GFF

BED Tools

Convert Formats

Fetch Sequences

Statistics

Graph/Display Data
SEQUENCES MANIPULATION
FASTA manipulation

Fas : fastg/sam/bam
lllumina fastq

Generic FASTQ manipulation
FASTX-Toolkit for FASTQ data
SAMIBEAM MANIPULATION : PICARD
(BETA)

Conversion

QCIMetrics for sam/bam

<

Upload several files from Genotoul without impact too much your Galaxy quota (Galaxy Version 1.0.1) « Options

Path to your directory which contains several files

fworkimleboulch/Formationtemp
Path must be like : iwork/USERNAME/somewhere/

O what it does

This program allows you to use a file stored in your genotoul work directory and optimize Galaxy work space by creating symlinks.

Path to file
This must be an absolute path to a file located in your genotoul work directory. The path must start with ivork/YOUR_USER_NAMEldirectory

valid path : awork/LinuxUserName/directory
invalid path : /nome/LinuxUserName/work/directory

To use this tool and to maintain the confidentiality of yours directories:

1. Create a "galaxy” directory in your work : mkdir galaxy

2. chmod a+x iwork/LinuxUserNag

Example : drwer-x-—-x 4

= Go back to Galaxy and switch to temp history.

) Thanks to the fact that this tq

For example, if your data to down
Ada " righs o “iners” o = Go to Get Data > Upload Several files from Genotoul

Itis not useful that “others” hal

= Paste the address into field.

Thus, Galaxy can access and real

Version Galaxy Tool : V1.0

] = Be careful all the files from the directory will be
- uploaded!

Contacts (noms et emails) : sigend
E-learning available : Yes.

Please cite :

Depending on the help provided you can cite us in acknowledgements, references or both.

Examples : Acknowledgements We wish to thank the SIGENAE group for ....

L LI Tl SRR ¥ AR S —— |

History

taset: [x)
temp
0b -

O mis history is empty. You can load

your own data or get data from an
external source




= Galaxy

Tools -t-

2arch tools 0

MANAGE YOUR DATA FILES
Get Data
Upload File from your computer

Upload File from Genotoul

Upload several files from Genotoul
without impact too much your

Galaxy quota

Upload ZIP file from an URL or
browse your local files system

UCSC Main table browser
UCSC Test table browser
UCSC Archaea table browser
EEI SRA ENA SRA

Download Data
Jobs statistics

FILES MANIPULATION

Text Manipulation

Filter and Sort

Join, Subtract and Group

GFF

BED Tools

Convert Formats

Fetch Sequences

Statistics

Graph/Display Data
SEQUENCES MANIPULATION
FASTA manipulation

FastQC: fastglsam/bam
lllumina fastg
Generic FASTQ manipulation
FASTX-Toolkit for FASTQ data
SAMIBAM MANIPULATION : PICARD
(BETA)

Conversion

QCiMetrics for sam/bam

o 1 job has been successfully added to the queue - resulting in the following datasets:

I files from G I

1: Upload

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

History

<|

= (Click on execute.

= All the files from the directory are uploaded.

temp

3 shown

4.25 MB

3: Upload several files
from Genotoul {temp2)

2: Upload several files
from Genotoul (temp)

1: Upload several files
from Genotoul

¥ % ®

@ & X

@ & X

@ & X




3rd case for uploading your data = OK

WV ELCER
archive

than 10

-
-
P2

“.__ Always possibl One file per one file
] Arsi‘g';e‘/ GenoToul

upload
All files in a directory

accessible
trom the URL upload

web?

Upload data from
your own computer



Advantage to put your data on Genotoul:

WELCOME TO YOUR GALAXY WORKBENCH e
Gotpam This instance is your toolbox. an e

MANAGE YOUR OATA FILES

e—r Consequently, Sigenae and Biolnfo Genotoul teams can add tools and parameters you need to make the best use of Galaxy.
2086 Fuiaes

O

0 geno o
FLES MANPULATION 1 IR ocCitANiE
o Q@G gFou @ m I Jctianie

0 s sy e ey o ean 2ag.
‘00 o o0 g e o w0
sl ce

bioinfo
J——

o, Subtct ot Cenup
o

BT Galaxy is a workbench available for biologists from Sigenae Platform. Galaxy obiecives are:
oo rormass

[ « Make bioinfo Linux tools accessible to blogists.
P

e « Hide the complexity of the infrastiucture.

‘SEQUENCES MAMPULATION = Allow creation, execution and sharing of warkflows.
EASTA manguson
Easr0C: tassaman

TigWarnings :

Seneri FASTO maulaion
= All jobs running on galay are Sent to Biointo Genatoul cluster
RS Toa for FASTQ st

. « Your dala are stored in work/ direclory. Consequently, Biolnfo Genotoul platior reserves the right to purge all iles not accessed since 120
Em)

— days on work/ disk space.

Lo « Cantact your support : sigenae-supportglistes.inafr

Frree— your support : i ppo!

SAMDAM mangslion: SAMENlS

o /I, How to cite Galaxy workbench ?

el Depending on the help provided you can cite us in acknowledgements, references or both.

prev— s

B Research teams can thank the Toulouse Midi-Pyrenees bioinformatics platform and Sigenae group, using in their publications the following
ot rreie sentence : “We are grateful to the genotoul bioinformatics plarform Toulouse Midi-Pyrenees and Sigenae group for providing help andior

computing andior storage ressources thanks to Galaxy instance hup:/fsigenae-workbench.toulouse. inra fr.

e In cases of collaboration, you can direcdy quote the person who participated to the project : Name, Sigenae gioup, GenPhySE, INRA Auzeville
[—— G5 52627 31326 Castanet Tolosan cedex, g e n o o u
£ References 2

1TB of space
/work: 1TB (1024GB) of space

/save: 250GB of space

= This method allows you to have more space disk and to upload bigger files.

= Files not used in the last 180 days can be purged at any time.




Share a History




Share a history

= You can share a history with another Galaxy user:
= For working with your colleague.

= For support, so we can help you better and faster.

= You can import shared history to your account too.




Your Turn!

IMPORT A SHARED HISTORY TO YOUR ACCOUNT




Import a shared history

Historv o LT
HISTORY LISTS
'ﬁ.f Saved Histories
Histnries Shared with Me
0Ohb HISTORY ACTIONS
——  Create New
; Copy History
g  Share or Publish

show Structure




= Galaxy Analyze Data Using 8413 MB

+ R . . - ~
Tools = | Histories shared with you by others — c&d
H 00 ) earch dataset o
[] Name Datasets Created Last Updated Shared Historigque R1R2
MAMAGE YOUR DATA FILES S
Get Data M ASMAZ016 Mov 18,2016  Mar09, 2017 geraldine. pascal@inra.fr 126.19 MB ~ % e
Download Data
e — | Copyof'ASMA_2016_FE0802' shared by laurent.cauquil@toulouse.inra.fr (active it ! i i e ® 4 %
opy o _2016_ shared by laurent.cauguil@toulouse.inra.fr (active items anly) _ Dec 09,2016  Jan 03,2017 geraldine.pascal@inra.fr from Genotoul
FILES MANIPULATION (sampleA R2)
Text Manipulation r 0 selected histories:| Copy Unshare
2: Upload several files @ R
Filter and Sort from Genotoul
Join, Subtract and Group (sampleA R1)
GFF 1: Upload several files @ & x
EED Tools from Genotoul
Convert Formats empty
Feich Sequences format: txt, database: 2
Statlstics Check the box and click on copy to Epilog : job finished at Tue Jun 27
GraphiDisplay Data et 2017
S import R1R2 history into your Galaxy Name of the history. f{ The person who >e
FASTA manipulation account
FastQC: fastg/samibam Sha FEd the hIStOry.
lllumina fastg . .
Generic FASTQ manipuation You must import the « R1R2 » history.

FASTX-Toolkit for FASTQ data
SAMIBAM MANIPULATION : PICARD
(BETA)

Conversion

QCIMetrics for samibam

BAMISAM Cleaning

SAM/BAM manipulation: SAMtools
Sequences Queries

VCF Tools

< >




Your Turn!

SHARE A HISTORY WITH YOUR NEIGHBOUR

R R R R R R R R R R R R R R R R R R




Share a history

Historv ﬂ 'ﬂ' ITI

HISTORY LISTS

Saved Histories
Unnau  Histories Shared with Me
0b HISTORY ACTIONS

= Switch to the history you want to Create New

|
share. i Copy History
= Click on the wheel and click here. ! Share or Publish

show Structure




Tools -!.
rch too Q)

MANAGE YOUR DATA FILES

Get Data

Download Data

Jobs statistics

FILES MANIPULATION
Text Manipulation

Filter and Sort

Join, Subtract and Group
GFF

BED Tools

Convert Formats

Fetch Sequences
Statistics

GraphiDisplay Data

SEQUENCES MANIPULATION
FASTA manipulation

Fas : fastgisamibam
llumina fastg

Generic FASTQ manipulation
FASTX-Toolkit for FASTQ data

SAM/BAM MANIPULATION : PICARD
(BETA)

Conversion

QCiMetrics for sam/bam
BAMISAM Cleaning

SAM/BAM manipulation: SAMtools

Sequences Queries
VCF Tools

<

Share or Publish History 'Historique R1R2’

Make History Accessible via Link and Publish It

This history is currently restricted so that only you and the users listed below can access it. You can:
Make History Accessible via Link

Generates a web link that you can share with other people so that they can view and impaort the history.

Make History Accessible and Publish
Makes the history accessible via link (see above) and publishes the history to Galaxy's Published Histories section, where it is publicly listed and searchable.

Share History with Individual Users
You have not shared this history with any users.

Share with a user

Back to Histories List

Click on « share with a user ».

History &0

Historigue R1R2

3 shown

126.19 MB & % e

3: Upload several files AW AR
from Genotoul

(sampleA R2)

2: Upload several files AW AR
from Genotoul

(sampleA R1)

1: Upload several files @ S R
from Genotoul

empty
format: txt, database: 2

Epilog :job finished at Tue Jun 27
22:53:52 CEST 2017

i I+ - ®




= Galaxy

Tools -’n
too [ x)

MANAGE YOUR DATA FILES

Get Data

Download Data

Jobs statistics

FILES MANIPULATION
Text Manipulation

Filter and Sort

Join, Subtract and Group
GFF

BED Tools

Convert Formats

Feich Sequences
Statistics

GraphiDisplay Data

SEQUENCES MANIPULATION
FASTA manipulation

Fas : fastgisam/bam

llumina faste

Generic FASTQ manipulation
FASTX-Toolkit for FASTQ data
SAMIBAM MANIPULATION : PICARD
(BETA)

Conversion

QCiMetrics for sam/bam
BAMISAM Cleaning

SAMIBAM manipulation: SAMtools

Sequences Queries
VCF Tools

<

Share 1 histories
Histories to be shared:

History Name Number of Datasets
Historique R1R2 3

Galaxy user emails with which to share histories

Se

ect a user

Enter a Galaxy user emai 55 Or a comma-separated list of addresses if sharing with multiple users

Submit

Enter an email address from a Galaxy
user.

Auto-completion helps you to find your
co-worker

History

datasets [ x)
Historique R1R2
3 shown

126.19 MB ~ % e

3: Upload several files @& F R
from Genotoul

(sampleA R2)

2: Upload several files @& R
from Genotoul

(sampleA R1)

1: Upload several files LW AR
from Genotoul

empty
format: txt, database: 2

Epilog : job finished at Tue Jun 27
22:53:52 CEST 2017

i JFs -




Galaxy user emails with which to share histories

malo.leboulch@inra.fr

A-Separalt

malo.leboulch@inra.fr

You must click on the address in the
dropdown menu.

Click on submit.

The history will appear in your co-
worker’s history.




Manipulate datasets




Your Turn!

RENAME A DATASET

R R R R R R R R R R R R R R R R R R




Rename a dataset

= Switch to 454 history or ITS history

Histo a2-n i hadll - i '
ry History Click here to display attributes and change

| search datasets Q ( cearch datasets the name
Historique 454
1 shown, 1 deleted
26.13 MB & % ™
156.91 MB ~ % ®
2: 454 fastq ® %
L ® &%
26.1 MB - b toulo : !
format: fastq, database: 2 o tm5 *:: use.inra.ir
[~formation/15 FROGS
uploaded fastq file FROGS ini/DATA/ITS.tar
156.9 MB
O Ll »®

format: tar, database: 2
{SRR443364.1.2 GVZUCFNBIC50KH length=
AGTGTAGTAGTACGEAAGGCLAGCAGTCGEGAATTTTE
+5RR443364.1.2 GVZUCFNEL1C59KH length=

FFFFFFFFFFFFF<<BA: : FFFFFFFGFFFDDAMMER 50 - »
ASRR443364.2.2 GV2ZUCFNE1AMOTM length=
ABTGTAGTAGTACGEAAGGCAGLAGTGGEAATCTTGE:

uploaded compressed archive file

Compres=sed binary £ile




Rename a dataset

Attributes Convert Format Datatype Permissions

Attributes Convert Format Datatype Permissions

Edit Attributes

Name:

http:/lgenoweb toulouse.inra.fri~formatio Change the Name here
info: and call it « 454.fastq »

uploaded fastq file

Annotation ! Notes:

Add an annotation or notes to a dataset; annotations are available when a history is viewed.

Database/Build:

unspecified (?) ‘ v |

Save

Auto-detect

This will inspect the dataset and attempt to correct the above column values if they are not accurate.

Edit Attributes

Name:
_FROGS/FROGS_ini/DATA/ITS.tar.gz

Info:

uploaded compressed archive file

Change the name her‘e ation / Notes:
and call it « ITS1.tar.gz »

Wan annotation or notes to a dataset; annotations are available whe

Database/Build:

| unspecified (?) | v |

Save

Auto-detect

This will inspect the dataset and attempt to correct the above column v:




Rename a dataset

Attributes Convert Format Datatype Permissions

Edit Attributes

Name:

http://genoweb toulouse.inra.fri~formatio

o If you put the wrong datatype in during the
uploaded fastg fil upload, you can change it here.

Annotation ! Notes:

Add an annotation or notes to a dataset; annotations are available when a history is viewed.

Database/Build:

unspecified (?) ‘ v |

Save

Auto-detect

This will inspect the dataset and attempt to correct the above column values if they are not accurate.




Rename a dataset

= Do the same with the merged history:

= Switch to the merged history.

= Change the name of the file to «100_10000seq_sample.tar.gz ».




Your Turn!

DELETE A DATASET

R R R R R R R R R R R R R R R R R R




Delete a dataset

= Switch to temp history.

History — %[0
search datasets Q

temp

3 shown

4.25 MB ¥ % e

3:u several files an| 4R

from Genotoul (temp2)

2:U several files
from Genotoul (temp)

Click here to delete a dataset.




Delete a dataset

History — %[0

search datasets ﬂ

E . temp
[ search datasets (2 )] 3 shown, hide deleted

Click here. x
te 425 MB “% » Delete this dataset

== This dataset has been deleted permanently.

History < &[0

425 MB ~ % e Undelete it
[ Pmmnenﬂvrerrmitfmmcidc]

2:u d several files A AR

from Genotoul {temp) 3: Upload several files @
from Genotoul (temp2)

1:U d several files A AR

from Genotoul 2: Upload several files ® X
from Genotoul (temp)
1:U d several files a5 R
from Genotoul

Nothing is deleted in Galaxy until you delete it permanently (=purge).




How to delete a history?

HISTORY LISTS
Saved Histories
Histol  Yistories Shared with Me

= Stay in the temp history.

Ob HISTORY ACTIONS
= Click on the wheel. Efpj‘:’i‘::w
= Share or Publish
. Show Structure
= Click on delete. Extract Worklow

‘ Delete
—)

Delete Permanently
DATASET ACTIONS

= A deleted item on Galaxy is recoverable.

Copy Datasets
Dataset Security
= To definitively delete it: Resume Paused Jobs
. Collapse Expanded Datasets
click on « Delete Permanently ». Unhide Hidden Datasets

Delete Hidden Datasets
Purge Deleted Datasets




- Switch to -

Current History - Switch to - Switch to

multiplex merged 454 Historique R1R2

2 shown, 1 deleted 1 shown 1 shown 2 shown, 1 deleted
2.12 MB AL 4.55 MB ~ % ® 26.13 MB AL 126.19 MB ™~ || »
search datasets ()] [ search datasets (2 )] search datasets 0 [ search datasets 0
Drag datasets here to copy them to the current history 1: @ % 1: 454.fast ® &% 3: sampleA R2 ® %

2: multiplex.fastq oW AR 3 100 10000seq sample.tar.gz

2: sampleA R1 oW AR

1: barcode forward.tabular W AR




One word about data collections

= Used to perform the same analysis on multiple files.

= Gather multiple datasets in one collection.

Doesn’t work with

FROGS!




| History 8 - ) History oM History com| | Hiswory oM
) o o o
fram history from history Trom history from history
B showen B & howr B & hows | B s hown
85.25 M 85.25 MB EA N B5.25 MB = -
i patienthlg Al | MNore For all yelected Al Mo For all selected._.
Hide datasers
[ & patienth.fy A
% patiaciin | Unhide datasers
4 patientd.fg [ 5 patlentsty | 1 J—
3 [ % patientdfg [ 4 Undelete datasets
| Permanently delete datasets
2 patint2.fa b X aamiencit 4
1 L [ 2 patient2.fg B & Build Davaser Pair
& 1 patientL | | & i Build List of Datasel Pairs

Doesn’t

work with | | | > | >

FROGS!

History R Jul History cem|

© || «Backtofrom history
Trom history patients

Cwsin & coliaciom s & M oF Setaar I ahowr, 6 hiddin | & lise ol daasers |
B5.25 MB L Aad 1age

Coilechoss of datasels are permarent. ordered 11303 of dakasets ihal can be passed bo tool snd workflows  Mgee heip

| T pathants »

patienth.fg LA

& list of dstasens
Start gver patients.fg = 4
patanid. o | |
patientd.fq - 4
satenit fo |
patigntd.fg =
matentd o |
patantlfg patient2.fg - 4
eabentd fy patent].fg - 4

eabentl fo e ard

Hide origingl elerments® [

Mame- | galeniy



Other tools available on Galaxy

= Text Manipulation
= Filter and Sort data

= FASTA manipulation



Galaxy support

= Mail: support.sigenae@inrae.fr

= |f you need more training about bioinformatics and Galaxy, please connect to Sigenae e-
learning platform: http://sig-learning.toulouse.inra.fr/



mailto:support.sigenae@inra.fr
http://sig-learning.toulouse.inra.fr/

How to cite Galaxy?

= Goecks, J, Nekrutenko, A, Taylor, J and The Galaxy Team. "Galaxy: a comprehensive approach for supporting
accessible, reproducible, and transparent computational research in the life sciences.” Genome Biol. 2010 Aug
25;11(8):R86.

= Blankenberg D, Von Kuster G, Coraor N, Ananda G, Lazarus R, Mangan M, Nekrutenko A, Taylor J. "Galaxy: a web-
based genome analysis tool for experimentalists”. Current Protocols in Molecular Biology. 2010 Jan; Chapter 19:Unit
19.10.1-21.

= Giardine B, Riemer C, Hardison RC, Burhans R, Elnitski L, Shah P, Zhang Y, Blankenberg D, Albert |, Taylor J, Miller W,
Kent WJ, Nekrutenko A. "Galaxy: a platform for interactive large-scale genome analysis." Genome Research. 2005 Oct;
15(10):1451-5.




How to cite Genotoul Galaxy workbench?

= Research teams can thank the Toulouse Occitanie bioinformatics platform and Sigenae group, using in their
publications the following sentence : "We are grateful to the genotoul bioinformatics platform Toulouse Midi-Pyrenees
and Sigenae group for providing help and/or computing and/or storage resources thanks to Galaxy instance http://sigenae-

workbench.toulouse.inra.fr".

= In cases of collaboration, you can directly quote the person who participated to the project : Name, Sigenae group,
GenPhySE, INRAE Auzeville CS 52627 31326 Castanet Tolosan cedex.



http://sigenae-workbench.toulouse.inra.fr/

