Introduction to Galaxy platform and
preparation of FROGS training

July 2017




Chitchat timel

What is your computer skills level?

Have you ever heard of or used Galaxy?




Objectives

Learn the basics of Galaxy
Being independent when using it

Prepare the datasets for FROGS formation



1 9amt012.30 pm

<=, 1 short coffee break

p :
C ! morning

Lunch
12.30to 2.00 pm




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

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




Where to use Galaxy?

Galaxy software must be installed and run on powerful server farms (Cluster).

eno
Genotoul Bioinfo S %om

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?

Our 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 INRA Galaxy platforms

= Galaxy / Migale

Tools

Migale Tools

Get Data

Send Data

Lift-Over

Gene Annotation

Gene Prediction

Text Manipulation
Filter and Sort

Join, Subtract and Group
GFFtools

Convert Formats
Extract Features
Fetch Sequences
Eetch Alignments

Get Genomic Scores
Statistics
Graph/Display Data
Phenotype Association

Sequence Alignment/Pairwise
Alignment

Metagenomic analyses
Metagenomics FROGS
Metagenomics Qiime
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

Workflows

= All workflows

‘ o Bienvenue sur le portail Galaxy de la plateforme Migale. Pour tous r i s, d des ou r ques, veuillez contacter galaxy-help@jouy.inra.fr

migio:le

Plateforme de BioInformatique - INRA Jouy en Josas

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

- manipulation de fichiers : ajout ou suppression de colonnes, trier les fichiers, concaténer plusieurs fichiers, comparaison de listes,
- opérations sur les données : sommer, moyenner, soustraire, calculer la couverture d’'une région déterminge, ...

- analyse de séquences : calculer des corrélations, utiliser des outils d'EMBQSS, aligner les données de séquencage, ...

- visualisation des données : afficher des alignements multiples, générer des graphiques, ...

Contact : galaxy-help@jouv.inra.fr

Pour toutes demandes d'intégration de nouvel outil 3u sein du portail, veuillez remplir le formulaire mis & votre disposition sur le site web de la plateforme Migale.

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

Si vous utilisez le portail Galaxy de la plateforme Migale pour effectuer vos analyses, merci de citer Galaxy ET de remercier |3 plateforme dans les acknowledgements.

== SCIENCE & IMPACT

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



Exemple of 2 INRA Galaxy platforms

Tools L

o) ~
WELCOME TO YOUR GALAXY WORKBENCH

MANAGE YOUR DATA FILES

Get Data This instance is your toolbox.
Download Data Consequently, Sigenae and BioInfo Genotoul teams can add tools and parameters you need to make the best
Jobs statistics use of Galaxy.

FILES MANIPULATION

Text Manipulation

Filter and Sort

Join, Subtract and Group

GFE

BED Tools

73’:“:’: Emis Galaxy is a workbench available for biologists from Sigenae Platform. Galaxy objectives are:
etch Sequences

Statistics « Make bioinfo Linux tools accessible to biogists.
Graph/Display Data

S #om e T

bioinfo 1

Hide the complexity of the infrastructure.
SEQUENCES MANIPULATION =

FASTA manipulation

FastQC: fastg/sam/bam
Ilumina fastg

Generic FASTOQ i ion

EASTX Toolkit for FASTO
data

Allow creation, execution and sharing of workflows.

-o\Narnings g

All jobs running on galaxy are sent to BioInfo Genotoul cluster.

SAM/BAM MANIPULATION :
PICARD (BETA)

Conversion accessed since 120 days on work/ disk space.
QC/Metrics for sam/bam
BAM/SAM Cleaning

SAM/BAM manipulation:
SAMtools

Your data are stored in work/ directory. Consequently, BioInfo Genotoul platform reserves the right to purge all files not

Contact your support : sigenae-support@listes.inra.fr

How to cite Galaxy workbench ?
Segquences Queries b= )

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

SGS MAPPING Examples :

BWA - Bowtie R Research teams can thank the Toulouse Midi-Pyrenees bioinformatics platform and Sigenae group, using in their publications
Indel Analysis the following sentence : "We are grateful to the genotoul bicinformatics platform Toulouse Midi-Pyrenees and Sigenae group
Variant calling for providing help and/or computing and/or storage ressources thanks to Galaxy instance http://sigenae-

SHP annotation workbench.toulouse.inra.fr".

RNAseq Alignement
RNAseq Raw Expression
RNAseq Cufflinks

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

RNA Expression Analysis

RNA Analvse Expression Refe rences

SARtools X. SIGENAE [http://www.sigenae.org/]
sRNAseq

Phylegenetic graphical
representation

!Sigenae e-learning platform

METAGENOMICS

- Fi pidhy - - . . .
E?&Ggal:'"‘;:laut'i‘;'" Otu If you need more training about bioinformatic and Galaxy, please connect to Sigenae e-learning platform
with Galaxy Solution

Some of the tools have a direct access to the e-learnin latform of sigenae. Those tools will have this in the hel



Your Turn!

CONNECT TO OUR GALAXY WORKBENCH

e . ... .................................... ...




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

e
é'ﬂ_ site indique : « Please enter your Genotoul LDAP password =

Utilisateur :

Mot de passe :

Annuler Ok



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

Exercise

= Asecond time, in the dropdown menu « User » > « Login ».

Tools 1
t )

MANAGE YOUR DATA FILES

Get Data

Download Data

Jobs statistics

FILES MANIPULATION
Text Manipulation

Eilter and Sort

Join, Subtract and Group
GFE

BED Tools

Convert Formats
Fetch Sequences
Statistics
Graph/Display Data

SEQUENCES MANIPULATION
FASTA manipulation

FastQC: fastgisam/bam

llumina faste

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

Conversion

QCIMetrics for samibam
BAMISAM Cleaning

SAMIBAM manipulation: SAMtools
Sequences Queries

VCF Tools

SGS MAPPING
BWA - Bowtie
Indel Analysis
Variant calling
SNP annotation
RNAseq Alignement

Login

Register

WELCOME TO YOUR GAL
This instance j
Consequently, Sigenae and Biol
parameters you need to
20
firss geno m==
ch‘?f;' % E.u ul j

ioinfa

otoul teams can add tools and
ke the best use of Galaxy.

Galaxy is a workbench available for biologists from Sigenae Platform. Galaxy
objectives are:

Make bioinfo Linux tools accessible to biogists.
Hide the complexity of the infrastructure.

Allow creation, execution and sharing of workflows.

T g@Warnings :

Al jobs running on galaxy are sent to Biolnfo Genotoul cluster.

Your data are stored in work/ directory. Consequently, Biolnfo Genotoul platform

reserves the right to purge all files not accessed since 120 days on work/ disk space.

Contact your support : sigenae-support@listes.inra.fr

/1 How to cite Galaxy workbench ?

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

Examples :

Research teams can thank the Toulouse Midi-Pyrenees 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 ressources thanks to Galaxy

History CO
datasets [x)

Unnamed history
0b

e This history is empty. You can load

your own data or getdata from an
external source




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:

YourGenotoulName@genotoul.toulouse.inra.fr

The connection type must be SSH.

Click on « Open » .

2 PUTTY Configuration *
Categary:
=- S_ession - Basic options for your PuTTY session |
L—_I _l_i"" I..cglging Specify the destination you want to connect to
Tﬂrg;:board Host Mame (or IP address) Paort
- Bell misboulch@genctoul toulouse inra fir |||22 |
- Features Connection type:
= Window (O Raw (O Telnet () Rlogin | @) 55H | () Sedal
g‘zﬁea@nce Load, save or delete a stored session
- Behawviour
.. Translation Saved Sessions
- Selection | |
- Colours ’
Default Settings
[=- Connection STE0
- Data
e
- Telnet Delete
- Rlogin
=-55H
Kex Close window on exit:
""" Host keys () Aways (I Mever () Only on clean ext

[ open ]|



mailto:YourGenotoulName@genotoul.toulouse.inra.fr

A new window appear, click on « Yes ».

In the following window, enter your password and hit « Enter ».

genotoul.toulouse.inra.fr - PuTTY — O >

U=ing

mlebo




Type « passwd » and hit « Enter ».

B2 genotoultoulouseinrafr- PuTTY — O *
9




Enter your current password and hit « Enter ».

genotoultoulouseinrafr - PuTTY — O ot

ommande ! gguot




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




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

B2 genotoultoulouseinrafr- PuTTY — O *
9

=]

-
Tin
ke
=
T

d'informations, consulter ]

fbioinfo.genotoul.fr/y




Analyze Data  Workflow S MAIN MENU- User~

Using 623.8 MB

Tools

Get Data
Download Data
Jobs statistics

Text Manipulation

Filter and Sort

Join, Subtract and Group
E

BED Tools

Convert Formats

Fetch Sequences
Statistics

““AVAILABLE

FASTA manF“ () LS
FastQC: fastg/sam/bam
lllumina fastg

Generic FASTQ manipulation
FASTX-Toolkit for FASTQ data

Conversion

QCiMetrics for sam/bam
BAMISAM Cleaning

SAMIBAM manipulation: SAMtools

Sequences Queries
VCF Tools

BWA - Bowtie

Indel Analysis

Variant calling

SNP annotation

RNAseq Alignement
RNAseq Raw Expression

RNAseq Cufflinks
<

I

WELCOME TO YOUR GALAXY WORKBENCH

This instance is your toolbox.
Consequently, Sigenae and Biolnfo Genotoul teams can add tools and parameters you need to make the best use of Galaxy.

0 eno =
0“9\ ) gnul -

Qé/ bioinfo

OCCITANIE

Pyrénées-Méditerranée

Galaxy is a workbench available for biologists from Sigenae Platform. Galaxy objectives are:

* Make bioinfo Linux tools accessible to biogists.

+ Hide the complexity of the infrastructure.

e Allow creation, execution and sharing of WurkfluvRESU I_TS VISUALISATION
T gWarnings : AN D
» All jobs running on galaxy are sent to Biulnfnm1u nlaARAM ETER WI N DOW

¢ Your data are stored in work/ directory. Consequently, Biolnfo Genotoul platform reserves the right to purge all files not accessed since 120
days on work/ disk space.

e Contact your support : sigenae-support@listes.inra.fr

& How to cite Galaxy workbench ?

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

Examples :

Research teams can thank the Toulouse Midi-Pyrenees 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 ressources 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, INRA Auzeville
CS 52627 31326 Castanet Tolosan cedex.

References

History — &0

Unnamed history

0b e

O mis history is empty. You can load

your own data or get data from an
external source

DATASETS
HISTORY




Vocabulary of Galaxy

Tools:

A tool has a function which is explained when you click on it.
Each Galaxy platform has its own tools.
Dataset:
A dataset is a file, uploaded to Galaxy by you or produced by a tool.
Be careful: a dataset has a datatype.
History:
A tool 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

e . ... .................................... ...




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 X
search toals ﬂ

MANAGE YOUR DATA FILES

Search a tool by name. Get Data
Download Data

Jobs statistics

FILES MANIPULATION

Text Manipulation
Filter and Sort

_ 6



Manipulate Histories




Your Turn!

CREATE THE 4 HISTORIES NEEDED FOR THE FROGS FORMATION

e . ... .................................... ...




To create a new history:

" Click on the wheel. = C(Click on « create new ».
Historv = LTI
refresh history options view all histories HISTORY LISTS F
\ l / .58 Sayed Histories
History < &[0 Unnai  Histories Shared with Me
irch datasetrs 0 HISTORY ACTIONS
Create New
Copy History

Share ar Publish
Show Structure




To rename a history:

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

. My History
" Enter « multiplex ». TN i to rename history Il

€ 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!

VN




Exercise

* Create histories named:
= 454
" 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 3 'l‘.'.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 o search all datasets 0 oo Create new
Current History v WCh to v Switch to
- \\3\ \i.'s\t %
imported: kinetic Nuria Mach Analysis Test Ta Th ools 3 Copy of 'full pt
31 shown sho [~ maria.bernard
14 shown
34.75 MB e E”:“; ¥ ®e®
alaefe
11.32 MB
search datasets (%) Purge y ()
_ search datase
Drag datasets here to copy them to the current history 76: FROGS Pre-process: ® & %
2R: FDNACCTAT Dhuvlacan P I N (PN report.html 14: FROGS Phv




Switch current history

- Using 2.3 GB
m | search histories @) search all datasets [ i Create new
ICurrent Historyl - - | %
5

Historique 454 =
0b bk e S

=1

( search datasets Q) Q) z

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

5 ways to upload your data to Galaxy:
By SRA identifiers (not presented today)
From your computer
By URL
From Genotoul Bioinfo clusters

Shared by other users of Galaxy



How to choose your upload method?

Your Data
Are there
. more Tools .f..
\ELCEREIIE
than 10 O
datasets?
m MAMAGE YOUR DATA FILES
l Get Data
One flle l Upload File from your computer |—-
big? Genotoul upload Opload several files from Genotou
>2 GB . . withoutimpact too much your
All the files in a Galaxy quota
No | directory Upload ZIP file from an URL or
l browse your local files system
UCSC Main table browser
Are they
accessible UCSC Test table browser
from the URL upload UCSC Archaea table browser
web? EBI SEA ENA SRA

Upload from your

computer



Your Turn!

PREPARE FILES

e . ... .................................... ...




Create a new directory named « Data » on your desktop

Right click on your desktop
« New » > « Folder »
Name the folder « Data »

Affichage
Trier par

Actualiser

Nouveau

1 Paramétres d'affichage

& Personnaliser

Dossier

&| Raccourci

=| Image bitmap

[ Contact

@5 Document Microsoft Word

[@*| Présentation Microsoft PowerPoint
.| Document texte

B Feuille de calcul Microsoft Excel

39



Create a directory

= |nside this directory create 3 new directories named:
=  merged

= multiplex

|
= | Data —
temp | | b o x
Accueil Partage Affichage hd e
I » Data w | O Recherch.. 2
() Mo Maodifié le Type Taille
& Acces rapide
me - merged 28/06/2017 14:34 Dassier de fichiers
ureau
multiplex 28/06/2017 14:34 Daossier de fichiers
¥ Téléchargem: ¢ temp 29/06/201714:34  Dossier de fichiers

Documents o

=] Images -
Choose
Formation Galax
Peazip

Screenshot
¢@ OneDrive

E cepC
I Bureau

2| Documents

=] Images v
3 élément(s) g=5| =




Download data to multiplex

= Click on this URL:
http://genoweb.toulouse.inra.fr/~formation/15 FROGS/FROGS ini/DATA/Dataset/multiplex/

Index of /~formation/15_FROGS X =+

€« @ inra.fr

Index of /~formation/1S_ FROGS/FROGS ini/DATA/Dataset/multiplex

Right click on « barcode.tabular ».

Click on save target as.

Name Last modified Size Description
In the new window browse to the & Parent Directory
direct Dat deskt d B barcode it 00t T 1500 260
irectory Data on your desktop and go Bl e
to the multiplex directory. Apachen 215 o BRI
Marque-page sur ce lien
Enregistrer la cible du lien sous...
Save the file in the multiplex directory. e e e Pk
Do the same with « multiplex.fastq ». e



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

Download data to multiplex

| = | multiplex — O >
Accueil Partage Affichage hd B
“ v #» Data » multiplex w | Recherch.. 2@
. Mom Madifié le Type Taille
3 Accés rapide
D barcode.tabular 29/06/2017 13:26 Fichier TABULAR 1Ko

[ Bureau 4
4 Téléchargem: #

Documents

&= Images g

Choose

D multiplex.fasty 29/06/2017 1527 Fichier FASTO 2173 Ko

Formation Galax
Prepapre

Screenshot

. Onelrive




Download data to temp

m Click on this URL:
http://genoweb.toulouse.inra.fr/~formation/15 FROGS/FROGS ini/DATA/Dataset/temp/

Do the same as previously for the file temp.fastq and temp2.fastq and save it in the temp directory
in the data directory.



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

Download data to temp

| = | temp — O ot
Accueil Partage Affichage ~ ﬂ
&« S M » Data » temp v Recherch... 2@
& MNom Modifié le Type Taille
3 Acceés rapide
D ternp.fastg 29/06/2017 15:42 Fichier FASTQ 2175 Ko

I Bureau -
; Télécharger
Documents o
[&] Images -

Formation Galax

D tempd fasty 20/06/2017 15:42 Fichier FASTO 2175 Ko

Peazip
Prepapre

Screenshot
@ OneDrive

E CePC
B Bureau
Documents
[&] Images
J! Musique
* Télechargement
B Vidéos

2 elément(s) f=2[ =




Download data to multiplex

m Click on this URL:
http://genoweb.toulouse.inra.fr/~formation/15 FROGS/FROGS ini/DATA/Dataset/merged/

Do the same as previously for the 9 files on the website and save it in the merged directory in the
data directory.



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

Download data to mergead

| = | merged — 0 W
Accueil Partage Affichage e ﬂ
“ v A + Data » merged v Recherch.. 2@

" Mom Modifié le Type Taille
3 Accés rapide
- 2 D 100_10000seq_samplefl.fastg 29/06/2017 15:44 Fichier FASTC 9632 Ko
ureau
D 100_10000seq_sampledd.fasty 29/06/2017 15:45 Fichier FASTC) 9633 Ko
¥ Télechargem: # [ 100_10000seq_sampleAl.fastg 29/D6/201715:45  Fichier FASTQ 9 629 Ko
Documents | ] 100_10000seq_sampleB1 fastq 29/06/2017 15:45 Fichier FASTQ) 9482 Ko
=] Images # D 100_10000seq_sampleB2.fasty 29/06/2017 15:45 Fichier FASTC) 9481 Ko
Choose D 100_10000seq_sampleB3.fastg 29/06/2017 1545 Fichier FASTCY 9420 Ko
Formation Galax D 100_10000seq_sampleC1.fastq 29/06/2017 1545 Fichier FASTCY 9429 Ko
Prepapre D 100_10000seq_sampleC2.fastq 29/06/2017 1545 Fichier FASTCY 9487 Ko
D 100_10000seq_sampleC3.fastqg 29/06/2017 1545 Fichier FASTC) 9437 Ko
Screenshot
‘@& Onelrive
[ cepPC
[ Bureau
Documents
. W
9 élément(s) H=z| =]




Are there
more
than 10
datasets?

JILHI

Make an archive

One file

Are they MES

big? Genotoul upload
>2 GB

1m

Are they

accessible

from the
web?

lm

All the files in a
directory

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
O o
00O

000,
OO0




Create a Tar.gz

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

@)
Q
@@

OOO




Your Turn!

CREATE AN ARCHIVE WITH THE FILES IN MERGED

e . ... .................................... ...




PeaZip

PeaZip is a software called a file archiver.

Can archive and compress files.

Open source

At the lab, you could download it at: http://www.peazip.org/



http://www.peazip.org/

Create a Tar file with PeaZip

I = | merged - | >
Accueil Partage Affichage b ﬂ
“— v P » CePC » Bureau » Data * merged AR ] Recherch.. 0
~ Mom - Maodifié le Type Taille
7 Accés rapide
B Bureau 2 [ ] 100_10000seq_sampleAl fastq 29/06/2017 15:44 Fichier FASTQ 9632 Ko
| ] 100_10000seq_sampleA2.fastq 29/06/2017 15:45  Fichier FASTQ 9633 Ko
¥ Téléchargem: # [ 100_10000seq_sampleAd.fastg 29/06/201715:45  Fichier FASTQ 9629 Ko
Documents | ] 100_10000seq_sampleB1.fastq 29/06/2017 15:45 Fichier FASTQ) 9482 Ko
=] Images * | ] 100_1000Dseq_sampleB2 fastq 29/06/201715:45  Fichier FASTQ 9481 Ko
Formation Galax D 100_10000seq_sampleB3.fastq 29/06/2017 15:45 Fichier FASTQ 9480 Ko
Peazip | 100_10000seq_sampleC1.fastq 20/06/201715:45  Fichier FASTQ 9489 Ko
Prepapre D 100_10000seq_sampleC2.fastg 29/06/2017 15:45 Fichier FASTQ 9487 Ko
Screenshot | ] 100_10000seq_sampleC3.fastq 29/06/2017 15:45 Fichier FASTQ) 9487 Ko
¢ OneDrive
@ cepPc
2 Bureau
Select all the files.
J! Musique
3 Téléchargement
i Vidéos
‘e Disque local (C:)
84 Lecteur de CD (L
== Share (Vivboxsre
v

9 elément(s) 9 éléments sélectionnés 83,7 Mo




Create a Tar file with PeaZ

| = | 100spec_90000seq_dsamples.tar

Accueil Partage

Affichage

+~ » 100spec_90000seq_dsamples.tar

3+ Accés rapide
I Bureau -
‘ Téléchargement: #
Documents -,
[&=] Images -
Comité
Formation Galaxy
Peazip
== Share (\'\vboxsrv) (E

@ OneDrive

O cePC
I Bureau
Documents
[&=] Images
Jﬂ Musique
* Téléchargements
B vidéos
‘e Disque local (C)
84 Lecteur de CD (D))
= Share (\\vboxsrv) (E

|;_‘ Réseau
! VBOXSVR

-

Mom

| ] 100_10000seq_sampleA fastg
D 100_10000seq_sampleAZ fastq
[ ] 100_10000seq_sampleA3 fastq
D 100_10000seq_sampleB1.fastq
D 100_10000seq_sampleB2 fastq
D 100_10000seq_sampleB3.fastg
D 100_10000seq_sampleC1.fastq
D 100_10000seq_sampleC2.fastq
D 100_10000seq_sampleC3.fastq

Modifié le

16/06/2015 22:04
16/06/2015 22:05
16/06/2015 22:05
16/06/2015 22:06
16/06/2015 22:07
16/06/2015 22:07
16/06/2015 22:08
16/06/2015 22:08
16/06/2015 22:08

Type

Fichier FASTQ
Fichier FASTQ
Fichier FASTO
Fichier FASTQ
Fichier FASTQ
Fichier FASTQ
Fichier FASTQ
Fichier FASTQ
Fichier FASTQ

Taille

9632 Ko
9633 Ko
9629 Ko
9432 Ko
9431 Ko
9430 Ko
9483 Ko

9487 Ko
QAT K

2) Right click on one file
and click on Add to

Archive
menu.

in the Peazip

£ pestip

Ea Analyser avec Windows Defender...

¥ Extract...

a Open as archive

Partager avec @ Browse path with PeaZip
Envoyer vers @ Add to archive
Couper & Addto.7Z
Coper & Addto.ZIP
' Convert

Créer un raccourci
Supprimer

Renommer

1 CRC, hash and file tools

Proprigtés




Create a Tar file with PeaZip

£ Create .gz| Mormal | new archive - O X

File Edit Layout Tools Options Help

Archive Advanced Console Schedule

Mame Type Size Folders Files Date/time Attributes Full name
100_10000seq_sampleAl fastg 9.4 MB 2017-06-29 15:44:58

=

ChUsers\Malo\Desktop\Data\merged\100_10000seq_sampleAl.fastq

100_10000seq_sampleA2.fastg fastq 94 MB 0 1 2017-06-29 1::45:04 A Ci\Users\MalohDesktop' Data\merged\100_10000seq_sampleA2.fastg
100_10000seq_sampleA3.fastg fastq 94 MB 0 1 2017-06-29 1::4%:06 A Ci\Users\MalohDesktop' Data\merged\100_10000seq_sampleA3.fastg
100_10000seq_sampleB1.fastq fastq 9.2MB 0 1 2017-06-29 15:45:10 A Ci\Users\Malo'Desktop' Data\merged\100_10000seq_sampleB1 fastq
100_10000seq_sampleB2.fastq fastg 9.2MEB 0 1 2017-06-29 15:45:12 A ChUsers\MalohDesktophData\merged\ 100_10000seq_sampleB2 fastqg
100_10000seq_sampleB3.fastg fastg 9.2MEB 0 1 2017-06-29 15:45:18 A ChUsers\MalohDesktophData\merged\ 100_10000seq_sampleB3.fastg
100_10000seq_sampleC1.fastg fastg 9.2MEB 0 1 2017-06-29 15:45:22 A ChUsers\MalohDesktophData\merged\ 100_10000seq_sampleC1.fastg
100_10000seq_sampleC2 fastq fastq 9.2MB 0 1 2017-06-2915:45:26 A C\Users\Malo\Desktop\Data\merged100_10000seq_sampleC2 fastq 4) Check that the box
100_10000seq_sampleC3.fastg fastg 9.2MEB 0 1 2017-060-29 15:45:28 A CihUsers\MalohDesktoph Data\merged\100_10000seq_sampleC3.fast ) .
is ticked.
Output |C:\Users\MaIo\Desktop\Data\merged\merged.tar.gz “II
| GZip V| ﬁ' Add each object to a separate archive [~] TAR before
| Normal v| Archive to original path

. Convert existing archives
new archive w

|Sing|evolume V| [JDeletefiles after archiving 5) CIiCk On OK.

] Open output path when task completes

3) Change the type to
Gzip in the newly
IaunChEd Window_ (20%) 0 dir(s), 9 file(s), 83.7 MB | Potential compression 50% w | " 0K | Cancel

[ send by mail




Create a Tar file with PeaZip

| = | Outils de dossier compressé ~ merged - U x
Accueil Partage Affichage Extraction e ﬂ
“ v A » CePC » Bureau » Data » merged v O Recherch.., @
~ MNom Muodifié le Type Taille
7 Accés rapide
s » D 100_10000seq_sampleAl fastg 29/06/2017 15:44 Fichier FASTQ 9632 Ko
ureau
D 100_10000seq_sampleAd.fastg 29/06/2017 15:45 Fichier FASTQ) 9633 Ko
¥ Télechargem ¢ [ 100_1000Dseq_sampleA3.fastq 29/06/201715:45  Fichier FASTQ 9629 Ko
Documents 100_10000seq_sampleB1.fast 29/06/2017 15:45 Fichier FASTQ 9482 Ko
q P! q
[&=] Images + D 100_10000seq_sampleB2 fastq 29/06/2017 13:45 Fichier FASTQ 9481 Ko
Formation Galax D 100_10000seq_sampleB3.fastq 29/06,/2017 1545 Fichier FASTQ 9430 Ko
Peazip D 100_10000seq_sampleC1.fastq 29/06/2017 15:45 Fichier FASTQ 9489 Ko
Prepapre D 100_10000seq_sampleCd.fastq 29/06/2017 15:45 Fichier FASTQ 9487 Ko
D 100_10000seq_sampleC3.fastg 29/06/2017 15:45 Fichier FASTQ 9487 Ko
Screenshot
= merged.tar AR AN T A ROE — essed .. 4383 Ko
@ OneDrive Quvrir
& PeaZip >
& Cepc E Analyser avec Windows Defender...
I Bureau Cuvrir avec...
Docurnents g
E Partager avec > 6) Here is your tar.gz.
| Images Restaurer les versions précédentes
pi
JJ Musique N
Envoyer vers
Jr Téléchargement b
B Vidéos Couper . . . .
. Disque local (€3 Copier 7) Right click on it and rename it
§4 Lecteur de CD (T Créer un raccourci Illoo 1ooose sam Ie tar”
== Share (\\vhoxsrv Supprimer - q_ p
v Renormrmer
10 élément(s) 1 élément sélectionné 4,27 Mo



Your Turn!
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One file
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big? Genotoul upload
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1m

All the files in a
directory

Are they

accessible

from the
web?

lm

Upload from your
computer

URL upload

UPLOAD FILES FROM YOUR COMPUTER




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

/\ 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 is the Roauiar | Composite
extension of the file: Youedieq ey ohe queus, Addmore fles o chek St o proceet
Name Size Type Genome Settings Status
fasta = fasta P——— —— e Tl .
fastq = fastq O mlpexsasta 218 ,ID Q [ uwsperean 5] @ @

ar =tar

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

Do no not trust blindly 2. Select your other files the same way. 3. Begin upload.

the d UtO‘d eteCt! Type (setall): | Auto-detect | Q Genome (setall): | unspecified (7) [

0 Choose local file [# Paste/Fetch data

Pause Reset Start Close



Upload local files

History ﬂ ﬁ' D:I
[ search datasets 'ﬂ:
multiplex

2 showmn

212 MB ~ % ®
2:m x.fas @& & R
1: barcode.tabular @ & X




Your Turn!
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directory

URL upload

Upload from your
computer

UPLOAD FILE FROM AN URL




Upload file from URL

Switch to 454 history as current history.

Go to Get Data > Upload File from your
computer

Click on Paste/Fetch Data

Copy the address of the file:
http://genoweb.toulouse.inra.fr/~formation/1

5 FROGS/FROGS ini/DATA/454 fastq

Change the type!
Click on Start.

You can put one address per line for multiple
uploads.

Download from web or upload from disk

Regular Composite

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

Name Size Type Genome Settings Status

= New File 76h ll Auto-detect | 'r] Q | unspecified () | v | o T

You can tell Galaxy to download data from web by entering URL in this box (one per ling). You can also directly paste the contents of a file.
http:/igencweb.toulouse. inra. fri~formation/ls FROGSIFROGS ini/DATA/MS fastg

Type (setall | Auto-detect -1 Q Genome (setall): | unspecified (7) [+]

L1 Choose local file [ Paste/Fetch data Pause Reset



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

Upload file from URL

History ﬂ ¢ ED
i search datasets e:
454

1 shown

26.13 ME %
1 @ & %
http:iigenoweb.toulouse.inra.fr
i~formation/l5 FROGSIFROGS ini
IDATAIAS4 fas
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Preparation

= Open the data directory on your desktop.

= Launch Filezilla.

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




w

File Edit r ks Help

Host: Username: Password: Port: Quickconnect |;| CO n n e Ct I O n
! -

Local site:  /home/male/Bureau/Nouveau dossier/ | v |

e W/ |

M bin

Filename Filesize Filetype w Last modified Filename Filesize Filetype v  Last modified Per
B

| | 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:.... !

U 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 %!2015 10:. h

|| 100_10000seq_sampleB3.fastq 9,707,364 fYQU r 0 /2015 10:... T e Se rve r
U 100_10000seq_sampleB2 fastq 9,707,921 fastq-file 06/16/2015 10....

L] 100-10000seq-_sampleB1 .fastq 9,709,480 fastqg-file 06/16/2015 10....

|| 100_10000seq_sampleA3.fastq 9,859,424 fastq-file 06/16/2015 10:...

U 100_10000seq_sampleA? fastq 9,863,209 fastq-file 06/16/2015 10:...

| | 100_10000seq_sampleAl fastq 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




TR OO wE Ta e

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™ I
Status: Disconnected from server
Local site: |/home/malo/Bureau/Data/ v Remote site: | fwork/mleboulch/Formation v
= :l I =[] mleboulch I
] merged

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:...

Browse to the data directory on your

desktop.

3 directories Empty directory.

Server/Local file Direction Remote file Size Priority  Status

L‘ Clueued files Failed transfers | Successful transfers (2)

D@ Queue: empty (X




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 |

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

L‘ Clueued files Failed transfers | Successful transfers (2)

D@ Queue: empty (X
e




Host: genotoul.toulouse.inra.fr
Port: 22

Protocol: SFTP

Logon Type: Normal

User: your Genotoul login

Password: your password

Select Entry:
- [ My Sites

Jceroou

New Site MNew Folder

Mew Bookmark Rename

Delete Duplicate

Site Manager

General | Advanced | Transfer Settings | Charset

Host: genotoultoulouse.inra.fr Port:
Protocol: | SFTP - 55H File Transfer Protocol v |
Logon Type: | Ask for password v |
User: mleboulch

Password:

Background color: | None v

Comments:




~

File Edit

112 [_puliBan |

oy S 0RO XL TAIM
Host: Username: Password: Port: Quickconnect || =
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: | /home/malo/Bureau/Data/ v Remote site: | /home/mleboulch o
=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 09:55:45 AM -1
| bash_profile 226 File 05/15/2017 03:39:55 PM -
| bash_history 17,308 File 06/23/2017 11:15:47 AM -1
i || Xauthority 4,608 File 06/23/2017 11:15:15 AM -
. . . Al work 10/21/2016 0
Double click on work directory to access it. 3 sae Direcory  10/21/2016 0437.06 PM I
0 AlC-prefs Directory ~ 02/14/2017 10:04:44 AM  di
0 ssh Directory ~ 01/10/2017 02:28:16 PM  di
B0 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
B .dbus Directory ~ 02/01/2017 06:12:40 PM  di
[ .config Directory 04/25/2017 04:13:46 PM  di
3 directories Selected 1 directory.
Server/Local file Direction Remote file Size Priority  Status

Queued files | Failed transfers | Successful transfers

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

Statas: CEETTIg £ TIES 1T IO R T GO T T O TSt
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: |fhome/malo/Bureau/Data/ v Remote site: /work/mleboulch/ hd
SN Data l -/ [ mleboulch l
[T merged | Formation
Filename Filesize Filetype w Last modified Filename Filesize Filetype » Last modified Per
|- m-
Bt Direct 06/29/2017 05...
= temp reciory Empty directory listing
[ multiplex
[ merged
= Create new directory with right click > T oo
% A il
. L iew/Edi
Create directory. :
Create directory
. . Create directory and enter it
= Name it « Formation ». Creste new fe
Refresh
= Goinside this directory next.
name
py UR lipboar
File permissior
3 directories Empty directory.
Server/Local file Direction Remote file Size Priority Status
Queued files Failed transfers | Successful transfers (2)

D Queue: empty @e
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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/ v Remote site: | /'work/mleboulch/Formation v

- B/ | = [ mleboulch l

+ [ bin |] Formation

Filename Filesize Filetype w Last modified Filename Filesize Filetype w  Last modified Per
.- m-
[ 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

Queued files | Failed transfers | Successful transfers

Size Priority  Status

@ Queue: empty e
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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 dirgdgry 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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Host: Username: Password: Port: -

Status: Connecting to genotoultoulouse.inrafr..

Status: Connected to genotoultoulouse.inrafr

Status: Starting upload of /home/malo/Bureau/Data/merged/100_10000seq_sample tar.gz

Status: File transfer successful, transferred 4,773,706 bytes in 1 second

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

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

Local site: | fhome/malo/Bureau/Data/merged/ v Remote site: | fwork/mleboulch/Formation hd

| - [ mleboulch l

o

J Download

Filename Filesize Filetype w Last modified

%, Add to queue Filesize Filetype w  Last modified Per
m. - !
| 100_10000seq-sample tar.gz 4,773,706 gz-file 06/28/2017 05.... | 100_10000seq_samp|  Creste directory 4,773,706 gz-file 06/29/2017 06:04:35 PM  -rw-
| L00_10000seq_sampleC3.fastg 9,714,424 fastg-file 06/16/2015 10.... ) temp Create directory and enter it Directory ~ 06/29/2017 06:01:32PM  drw:

Delete

Rename

Copy URL(s) to clipboard

- BZ. astg-Tile

| 100_10000seq_sampleB1 fastq 9,709,480 fastq-file 06/16/2015 10... (5t ot s,
| 100_10000seq-_sampleA3 fastq 9,859,424 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...

Right click on it and click on File Attributes.

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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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.
Gy \_ 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* Recurse into subdirectories \

.» Apply to all files and directories
") Apply to files only

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




Upload files from Genotoul
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All the filesin a
directory

URL upload

Upload from your
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#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 Remote 'work/mleboulch/Formation) v
> Wom " .
[.4] merged & temp
Filename Filesize Filetype w Last modified Filename Filesize Filetype w  Last modified Per
|- 0.
110 . . . | 100_10000seq_sample.tar.gz 4,773,706 gz-file 06/29/2017 06:04:35 PM  -rwn
Bl Select this text and copy it by pressing the ™ temp Directory  06/29/2017 0601:32PM crw
110
10 keyboard keys Ctrl+C.

| 100_TO0U0USE0-53 nr:
| 100_10000seq_sampleB1 fastq

9,709,480 fastqg-file 06/16/2015 10...

i
| 100_10000seq_sampleA3 fastq 9,859,424 fastq-file 06/16/2015 10...
| 100_10000seq_sampleA2 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 absolutel

wvalid path : iwork/Lin
invalid path : /home/

= 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

)]
merged
0b v e

ﬂ This history is empty. You can load

your own data or get data from an
external source




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
GFF

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/somew

= 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

- .

) 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.




Tools A

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

E

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

N tools 0

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




Upload files from Genotoul

Are there
more
than 10
datasets?

lm

Make an archive

Are they

big? Genotoul upload
>2 GB

All the files in a

lm directory

Are they

accessible

from the
web?

lll!l

URL upload

Upload from your

computer




Transfer Server

NI GIEIEI- B X B T A oM

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/ o BENI R CRl work/mleboulch/Formation o

> Wom | o e .

[.4] merged & temp
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...
i

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




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 i}/ work/mleboulch/Formation/ L
= [ 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 3 .
| 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
e

85



= 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 t¢

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” ha

= Paste the address into field.

Thus, Galaxy can access and rea

Version Galaxy Tool : V1.0

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

Contacts (noms et emails) : sigen
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 AU ¥ 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




Upload by Genotoul

et an sart
Join, Subtractane Group

Gaeic FASTO maniguluion
[EASTH-Toolkt for ASTQ ct

SAMEAM MANPULATICN : PICARD
ETR)

505 MABPING
- Dastie
el naivsis

[—

WELCOME TO YOUR GALAXY WORKBENCH

This instance is your toolbox.
Consequently, Sigenae and Biolnfo Genotoul teams can add tools and parameters you need to make the best use of Galaxy.

0%

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

= Make bioinfo Linux tools accessible to biogists.

« Hide the complexity of the infrastiucture.

= Allow creation, execution and sharing of warklows.
TgWarnings ©

« Al jobs running on galaxy are sent 1o Bilnfo Genotoul cluster.

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

= CONtact your SUppO : Sigenas-SUPPONEYIstes. Infa

/1, How to cite Galaxy workbench ?

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

Examples :

Research teams can thark the Toulouse Mici-Pyrenees bioinformalics platiorm and Sigenag group, using in their publications the following
sentence : “We are grareful to the genctoul bioinformatics platfarm Toulouse Midi-Pyrenees and Sigenae group for providing help andior
computing andior storage ressources thanks 1o Galaxy instance htp:isigenas-workbench.toulouse infa.fr".

In cases of collaboration, you can directly quote the person who participated to the project : Name, Sigenae group, GenPhySE, INRA Auzeville
G5 52627 31326 Castanet Tolosan cedex,

References

10 GB of space

Hatory

Unarmsdt istary
an

O s Doy e ey You ean ag.
‘out o aln or g e o

genotoul

/work: 1TB (1024GB) of space
/save: 250GB of space

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




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

e . ... .................................... ...




Import a shared history

Historv ﬂ 'ﬂ' ITI
HISTORY LISTS

Saved Histories

Histories Shared with Me
0hb HISTORY ACTIONS

Click on the wheel and click here.

——  Create New
Copy History
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
BED Tools from Genotoul
Convert Formats empty
Feich Sequences format: txt, database: 2
Statistios Check the box and click on copy to Epiog :job fnished at Tue Jun 27
GraphiDisplay Data o2 017
import R1R2 history into your Galaxy N fthe hi
SEQUENCES MANIPULATION ame of the |Story- The person who Al
FASTA manipulation account p
FastQC: fastg/samibam Shared the hIStOry.
llumina 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




Share a history

Historv ﬂ 'I:I' ITI
HISTORY LISTS

ys]
Lia

Saved Histories

Unnan  Histories Shared with Me
0b HISTORY ACTIONS

= Switch to the history you want to Create New
share. O

= Click on the wheel and click here.

Copy History
Share or Publish
show Structure



Tools -t.

search tools 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

search datasets

Historigue R1R2

3 shown

126.19 MB

3: Upload several files
from Genotoul

(sampleA R2)

2: Upload several files
from Genotoul

(sampleA R1)

1: Upload several files
from Genotoul

empty
format: txt, database: 2

~ % e

@ F R

@ F R

@ & R

Epilog :job finished at Tue Jun 27

22:53:52 CEST 2017

i I+

- ®




= Galaxy

Tools -tn
search tools 0 |

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
Historique R1R2

Galaxy user emails with which to share histories

Select a user

Enter a Galaxy user emai

Submit

55 Or a comma-separated list of addresses if sharing with multiple users

Number of Datasets
3

Enter an email address from a Galaxy

user.

History

search 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

malo.leboulch@inra.fr

A-Separalt

You must click on the adress in the
dropdown menu.

Click on submit.

The history will appear in your
neighbour’s Galaxy.




Manipulate datasets




Your Turn!

RENAME A DATASET

e . ... .................................... ...




Rename a dataset

= Switch to 454 history.

History tgX « 131

—— o Click here to display attributes and change
| Search aataserls |

‘ ' the name.

Historique 454

1 shown, 1 deleted

26.13 MB ~ % ®

2: 454 fas & & x

26.1 MB

format: fastg, database: 2

uploaded fastq file

B O L - e

[SRR443364.1.2 GVZUCFNEL1CH58KH length=
AGTGTAGTAGTACGGAAGGCAGCAGTCGGGEAATTT TG
+SRR443364.1.2 GV2UCFNBL1C50KH length=
FFFFFFFFFFFFF==B8: : FFFFFFFGFFFODOMIERN
[ASRR443364.2.2 GVZUCFNEL1AMATM length=
AGTGTAGTAGTACGGAAGGCAGCAGTEEEAATCT TG




Rename a dataset

Attributes Convert Format Datatype Permissions

Edit Attributes

Name:

hitpiigenoweb foulouse.Inra.fri-formato Change the name here and call it « 454 .fastq ».

Info:

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.




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

e . ... .................................... ...




Delete a dataset

= Switch to temp history.

History — %[0
search datasets ﬂ

temp

3 shown

4.25 MB ~ % e

3:u d several files an| 4R

from Genotoul (temp2)

2:U d several files
from Genotoul (temp)

Click here to delete a dataset.




Delete a dataset

History — %[0

search datasets ﬂ

temp

Click here. m"ul ) e e i
© 4.25 MB &%® Delete this dataset

== This dataset has been deleted permanently.

4,25 MB ~ % ® Undelete it
[ Permanently remowve it from disk]

History < &[0

2: Upload several files an R

from Genotoul (temp) 3: Upload several files an
from Genotoul (temp2)

1: Upload several files @ PR

from Genotoul 2: Upload several files LA AR
from Genotoul (tem p)
1: Upload several files AV AR
from Genotoul

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




How to delete a history?

~— HISTORY LISTS

- Stay in the temp history. \ "% saved Histories

Histol  Yistories Shared with Me

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




Done Q Q) -
Current History - Switch to - Switch to - Switch o -
Histworigue R1R2 hiswrigue multiplex Hiswrigue 454 histwrique contged
2 shown 2 shown 1 shown 1 shown
126.19 MB ~ % ® 212 MB % e 26.13 MB ~ % e BIBMB ~ % e
[x ) |ataset (] o o
Drag datasets ) gOp! hen the G . [ . .
2: barcode.tabular @ & X 1: 454.tastq @ &S X L @ & x
2isampleA R2.fastq 100spec 90000seq 9samples.targz
@ & X || 100ines 26.1 MB
G31NB format: tabular, database: 2 format: fastg, database: 2 838 ME
forma: fasty, database: 2 format &r, database: 2
uploaded tabular file uploaded fastq file =
uploaded fastq file L il
O Ll - B O w L L P >
= il =
O L >e BSRR443364.1.2 GVZUCFNOLCSSKH length=90
Compressed binary file
BERRELIOE3. MOOTO4 : 57 : 000000000 - ASHIE : 1:1101:1582! MgA rd@@eL ACAGCGT TGTACGT AGTGTAGTAGTACGGAAGGCAGCAGTCOGEAATTTTGGGCAATGGGLG.
NCAGCAGCCGCGGTAATACGTAGGGTGCGAGCGT TAATCGGAATTACT! +SRR443364 1.2 GVZUCFNOLCSSKH length=58
] iplex.fastq
+ERRGLI0OE3 . NOOTO4 : 57 : 000000000 - ASHIE 1 1:1101:1582! L multplex.fas ®FS X FFFFFFFFFFFFF=<88 : : FFFFFFFGFFFDDERRERRRHGGTHHHITI
#231A7CFADBD ?EFGGGGGFGHGF 3FEGFEGGGEF GHHGGGGGHHHG! 21MB BSRR443364 2.2 GVZUCFNOLAMS7M length=446
BERRGLI083 . MOO704 : 57 : 000000000 - ASHIE - 1:1101:1741- format: fastq, database: 2 AGTGTAGTAGTACGGAAGGCAGCAGTGEGAATCTTGCGCAATGGGCGA.
NCAGCAGCTGCGGTAATACGTAGGTGGLAAGCGTTATCCGGAATTATTI ) ——
uploaded fastyg file
L]
1: sampleA R1.fas ® & % =i AT LY )
53.1 NB BHIHOSKDOLALDOH
forma: fastq, database: 2 ATCTAGTGATAAGTTCCGTTCATCCTAAGTCCATTATTAACCAGAATG.
+
uploaded fastq file FFFFFFFFFFODASS4444889422=<>400044445> ; 6989829t
O Ll e BHNHOSKDOLEBSLE

RERRGLO08E3, MOOTO4 : 57 : 000000000 - ASHIE :1:1101 :1552!
TCCCCLGTCAATTCCTTTGAGT TTTAATCTTGCGACCGTACTCCCCAG!
+ERREL9083  MDOT04 : 57 :000000000-ASHIE: 1:1101:1582!
CCCBCCCCDCCFGGGGGGGGGGHHHHHHHHGHHGGGGGOHGHHHHGHE!
PERRGLO083 . MOBTO4 : 57 : 000000000-ASHIE  1:1101:1741.
GOTTCCGTCAATTTCTTTGAGT TTCAGCCTTGCGGCCGTACTCOCCAG!
——

ATAGCTGATTGGTTTAAGCGGATAGGGATTAGATACCCGTACGTGATC,




Galaxy support

Mail: sigenae.support@listes.inra.fr

If you need more training about bioinformatics and Galaxy, please connect to Sigenae e-
learning platform: http://sig-learning.toulouse.inra.fr/
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How to cite Genotoul Galaxy workbench?

Research teams can thank the Toulouse Midi-Pyrenees 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, INRA Auzeville CS 52627 31326 Castanet Tolosan cedex.
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