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Where to use Galaxy?

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

# Location : Orsay (IDRIS)

» Compute (#CPU HT*) : 4300
npute (#CPU HT*) : 6224 « Compute (#CPU HT*) : 1016 ]

« Storage (#TB) : 4400 « Storage (#1B) : 350 « RAM [_#EEIJ : 20008
« RAM (#GE) : 36500 « RAM (#GB) : 7000 + RAM/core (#GB) : 4.65
+ RAM/core (#GB) : 5.56 + RAM/core (#GB) : 6.89 * GPU (#Card) : -

¢ Location : Toulouse + Location : jouy en josas

» GPU (#Card): 1 + GPU (#Card): -
Demande de
compte
Demande de Demande de
compte compte

Support
communautaire

Support Support
communautaire communautaire

L8 / L / Documentation

Documentation Documentation

. o il = Galaxy / France

= Galaxy = Galaxy
- alaxy = Galaxy [ @stuic |



Where to use Galaxy?

= The Toulouse Galaxy platform: https://vm-galaxy-prod.toulouse.inrae.fr

= Institut Francais Bioinformatique IFB (national server): https://metabarcoding.usegalaxy.fr

= Migale Plateform: galaxy.migale.inra.fr

= Others...

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.


https://vm-galaxy-prod.toulouse.inrae.fr/
https://metabarcoding.usegalaxy.fr/
https://galaxy.migale.inra.fr/

Practice:

CONNECT TO GALAXY WORKBENCH

-




Exercise

=  Go to https://metabarcoding.usegalaxy.fr

= Enter your login and your password

Welcome to Galaxy, please log in

Public Mame or Email Address

Password

Forgot password? Click here to reset your password.

Lagin

Don't have an account? Registration for this Galaxy instance is disabled. Please

contact an administrator for assistance.


https://metabarcoding.usegalaxy.fr/

Exercise

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

4. Display all tools concerning fastq files.



- Galﬂxy France 4 Workflow Visualize Données part

Tools

search tools Show panel options

X Upload Data

FROGS. @ Demtiplex reads "~ Welcome to metabarcoding.usegalaxy.fr

Attribute reads to samples in function

of inner barcode

« 06/06/2023: usegalaxy.fr is now running the 23.0 release of Galaxy. Please check the 23.0 user release not
FROGS_1 Pre-process merging,

denoising and derephcation

FROGS_2 Clustering swarm Single-
hnkage clustenng on sequences Fichier Edition Affichage Historique Marque-pages  Outils  Aide

FROGS_Cluster_Stat Process some
metrics on clusters

@ ¥ < % Gala GTDE Multi € alfbe Micre  €) Comi & hifi Index of Jaweb authO.op =

TheTe 2 e - B - C @ O B nhitps://metabarcoding.usegalaxy.fr

LF Les plus visités a 221 Ba Messagerie E:’ l‘3#‘|’er’|’1|;:ls @Galaxy—Pmd @Galaxy—dev | ¢ Galaxy | France OGitHub @ FROGS: home E FROGS - Hac

= GB'EXV France A Workflow Visualize Don

Tools o -

) Full Tool Panel I .
-.hy Ontology
i, [EDAM Operations

-'-, EDAM Topics

~ Welcome to metabarcoding.usegalaxy.fr

Y Metabarcoding: FROGS « 06/06/2023: usegalaxy.fr is now running the 23.0 release of Galaxy. Please check the 23.0 user rel:

+ Metabarcoding: FROGS 4.1.8

FROGS_2? Clustenng swarm Single-

linkage clustering on sequences | Show panel options

FROGS_Cluster_Stat Process some
metrics on clusters

Choose the last version 4.1.0



To create a new history:

“ Click on the plus.

/

—5

History + = -

Rechercher des ookl U Ty
Lnnar To create a new history: i

=06 Qp =



To rename a history: e =

Rechercher des données ¥ X
Unnamed history@ s
" Click on the pen next to “Unnamed history” (top right). .- o [t
3F L
© This history is empty.
| Enter K« 165 )). History + = - You can load your own data or
Rechercher des données ¥ X
Unnamed history ;s

= Hit « Enter » to validate. @

Anneotation (ocpticnal)

Don’t use special
»

characters or

accents!

.



Exercise

" Create another history as before with 16S. This new history will be

named ITS




How to list all histories?

1. To view all histories, click on this arrow - . =B @
2. And CliCk On You have 16 histones.

 » Show Histories Side-by-5ide @

Copy this History

m &= d

Delete this History

Reprendre les processus en pause

Extraire un Worlkflow

wrFV

Montrer la structure

Partager et publier

Set Permissions

Pt A

Make Private

Exporter les citations des outils

Exporter I'Historique dans un fichier

Return to legacy panel

>



fasta

Search dataset among displayed history by keywords

g8 w1

No data found for selected
filter.

-}
[

1]

98

37 :FROGS OTU Filt @ # W

ers: otuFilter_seque
nces.fasta

27 : FROGS Affiliatio @ #

n Filters: affiFilter_s
equences.fasta

15 : FROGS OTU Filt
ers: octuFilter_seque
nces.fasta

18 : FROGS Remove
chimera: non_chime
rafasta

6 : FROGS Clusterin
g swarm: seed_sequ
ences.fasta

3 : FROGS Pre-proc
ess: dereplicated.fas
ta

Switch to pass this
history as your
current history

| Switch to |

Lol

@ 5

@ /7

@ /7

| Switch to |

]

-
=

A

=1

36 : FROGS ITSx: IT
S_sequence.fasta

35 : FROGS ITSx: no
nITS_sequence.fasta

52 : FROGS ITSx: IT
5_sequence.fasta

31 : FROGS ITSx: no
nIT5_sequence.fasta

48 : FROGS ITSx IT
S_sequence.fasta

47 : FROGS ITSx: no
nITS_sequence.fasta

44 : FROGS ITSx: IT
S_sequence.fasta

43 : FROGS ITSx: no
nITS_sequence.fasta

42 : Galaxy29-[FRO
GS_4_Cluster_filters
__clusterFilters_sequ
ences.fastal.fasta

35 : FROGSFUNC _st
epl_placeseqs: frog
sfunc_placeseqs.fast
a

25 : FROGS ITSx: IT

L

@ /7

@ /7

Lol

Lol

Lol

@ 5

@ 5

@ /7

@ /7

@ 5

| Switch to |

]

]

]

]

(]

Select histones

Search among
all your
histories




165 s

Switch current history e

© This history is empty.
You can load your own data
or Charger des données
depuis une source exteme.

1. When you are several histories, switch to the history
named « 16S » as current history

”. You can click on “home” to go back to the main interface.

'ﬂ‘ Workflow Visualize Données partagées~ Aide~ Utilisateur~ a8

Tools and Current History

©

©

Current History




Data iImport




How to import your data to Galaxy ?

= Several ways to upload your data to Galaxy:

drag-and-drop files

Lot o




Formation data

= All the training data are online on:
http://genoweb.toulouse.inra.fr/~formation/15 FROGS/Webinar data/

Index of /~formation/15 FROGS/Webinar data

Name Last modified  Size Description

& Parent Directory -

replicate information chaillou.tsv 2 .
metadata chaillou.tsv ( Datasets for 165 hlStOI"y

ﬁ chaillou withprimers 64renamedsamples VIV3 10000seq RI1R2 targz _—2021 15:34 35M

ITS fast replicates tsv 31-Mar-2023 10:50 310
ITS fast metadatatsy) Datasets for ITS history 31-Mar-2023 10:50 14K
ﬁ ITS fasttargz - 31-Mar-2023 10:30 54M
How to put vour data on genotoul serverpdf 11-Mar-2021 16:01 1.5M
How create an archive pdf 05-Apr-2023 10:35 502K



http://genoweb.toulouse.inra.fr/%7Eformation/15_FROGS/Webinar_data/

Practice: 16S history

UPLOAD FILE FROM AN URL

-




How to import your data to Galaxy ?

= Several ways to upload your data to Galaxy:




= Galaxy France

! Power outage of our servers from March 27 to 29 : Running jobs will b

16S history creation 1

[ X Upload Data
. " ) . Get Data 1 Wel
1. Inyour current history “16S” (If it not the case, otecton Operaton A
switch to 16S history) GENERALTENT TO0LS
Text Manipulation ===
Join, Subtract and Group o fi
2. Go to Upload Data on the left panel eSO o
FASTQ Quality Control Runnin
METAGENOMICS This m:
DADA2
FROGS
Qiir_ne Ser\
Obitools _
T Services
Mothur

STATISTICS AND VISUALISATION
Graph/Display Data
Interactive Tools

Sbml2Graph Create a graph
representation of a 5BML file content,
and export it in graph file format.

Sbml2Tab Create a tabulated file from a
SBML file

FbcToNotes Convert FBEC package

annotations to sbml notes

Tab25bml Create a Sbml File from a
tabulated file that contains the reaction v Dor

Javascript:void(0)




Download from web or upload from disk

Regular Composite Collection Rule-based

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

16S history creation LI oL

[ gNew Filg - | Auto-det... | Q| unspecified (7) | v i~ ]

Download data from the web by entering URLs (one per ling) or directly paste content.

3. Click on Paste/Fetch Data

v
set all): | Auto-detect . |Q Genome (set all): | un;éecwfied 6] v |
Dl Choose local files E=Choose remote files [ Paste/Fetch data Start Pause Rezet Closze

4. Collect your data address on
http://genoweb.toulouse.inra.fr/~formation
/15 FROGS/Webinar data/

x of /~formation/15 FROGS/Webinar_data

Name Last modified Size Description
& Parent Directory -
CI 2 k 2 ht th f' I How create an archive.pdf 11-Mar-2021 15:35 781K
IC rlg O n e n a m e I e How to put vour data on genotoul serverpdf 11-Mar-2021 16:01 1.5M
[ ITS1 tar gz 04-Mar-2021 15:40 157M
. chaillou withprimes= &A= adnnmalan T2 AOONO-~n BIARD tar o7 04-Mar-2021 15:34 35M
5 . CO py th e a d d ress Of th e | | n k =] metadata ITS tsy ~ Quvrrlelien dansun nouvel onglet 04-Mar-2021 1537 394
metadata chaillout Ouvrirle lien dans une nouvelle fenétre 04-Mar-2021 15:29 22K

T Ouwrirlelien dans une fenétre de navigation privée
. . . Apache/2.2.15 (CentOS,

6. Paste the link in the grey window

Enregistrer la cible du lien sous...

Enregistrer le lien dans Pocket

Copier le lien

Envoyer le lien & un appareil >
Recherche Google pour = chaillou_withpr.., »

Inspecter les propriétés d'accessibilité

Inspecter

Y OneTab

@y Video DownloadHelper



http://genoweb.toulouse.inra.fr/%7Eformation/15_FROGS/Webinar_data/

16S history creation

Download from web or upload from disk

A h h d I Regular Composite Collection Rule-based
7 ° C a nge t e ata tvpe ‘ You added 1 file(s) to the queue, Add more files or click 'Start’ to proceed.

[Z NewFile [Auto-de..] » | Q | unspedfied (& | +] ] |}
Download data fr4| tar J Q,

web.toulouse.inra.fr/~formation/15_FRO A rimers_&4renamedsamples_V1V3_10000seq_R1R2.tar.gz

e per line) or directly paste content.

fast5.tar

8. Click on Start B
9. Start again with the file e A
metadata_chaillo@ watersmasslynrowar

DlChoose local fili . [#Paste,/Fetch @ Pause Reset Close
wiff.tar v

me (setall):|  ynspecfied (7) | v/

Index of /~formation/15_FROGS/Webinar data

Name Last modified Size
a Parent Directory -
How create an archive.pdf 11-Mar-2021 15:55 781K
How to put vour data on genotoul server.pdf 11-Mar-2021 16:01 1.58
ﬁ ITS1 tar gz 04-Mar-2021 15:40 15725
ﬁ chaillou withprimers 64renamedsamples VIV3 10000seq RI1R2 tar gz 04-Mar-2021 15:34 338
metadata ITS tsv 04-Mar-2021 15:37 34

metadata chaillou.tsv - 04-Mar-2021 15:29 232K




ITS history creation

Create a new history for ITS:

http://genoweb.toulouse.inra.fr/~formation/15 FROGS/Webinar data/

Index of /~formation/15 _FROGS/Webinar data

Name Last modified  Size Description
& Parent Directory -
replicate information chaillou.tsv 24-May-2022 23:01 15K
metadata chaillou tsv 04-Mar-2021 15:29 22K
ﬁ chaillou withprimers 64renamedsamples VIV3 10000seq EI1R2 targz 04-Mar-2021 15:34 35M
ITS fast replicates tsv 31-Mar-2023 10:50 310
ITS fast metadata tsv - 31-Mar-2023 10:530 14K
ﬁ ITS fasttargz _ 31-Mar-2023 10:30 54M
How to put vour data on genotoul serverpdf 11-Mar-2021 16:01 1.5M
How create an archive pdf 05-Apr-2023 10:35 502K



http://genoweb.toulouse.inra.fr/%7Eformation/15_FROGS/Webinar_data/

Share a history O

Show Histories Side-by-Side

To share an history

1. Click on this arrow

>

Heprendre les processus en pause

2. Click on share and publish

Copy this History

Delete this History

Exporter les citations des outils

Exporter I'Historique dans un fichier

E: Extraire un Workflow

=y Partager et publier e

24 Set Permissions @

& Make Private




Share a history

" ® v & [ 1 + b= | -
Share or Publish History “test frogs sans clustering History
Rechercher des données ¥ X
D Make History accessible
test FROGSFUNC s’
Access to this History 1s currently restricted sqthat only you and the users listed below can access it. Mote
that shari Hist ill also allow 1 | of it .
Genmas TR AT abe o= P ® M To share click on and enter auser | = .caye on o
Share History with Individual Users = B s L
Y

, , o . L , . . , , M : FROGSFUNC _step2_c L]
The following users will see this History in their History list and will be able to view, import and run it. - — "l

ynumbers: frogsfunc_copyn
umbers_marker.isv
lucas.auer@inraefr x
18 : FROGSFUNC step2 co @ / W
S ave pynumbers: frogsfunc_copy
numbers_predicted_functio
ns.isv

To unshare click on the cross




Share a history

Share or Publish History ‘test frogs sans clustering

to make your history public and visible
@) Make History accessible <mmmmmm| to the whole world, click here

@ | Make History publicly available in Published Histories

This History is currently accessible via hnk

Anyone can view and import this History by visiting the following URL:

M@ urk https:Ymetabarcoding.usegalaxy.friufgeraldine.pascal/h/ftest-frogs-sans-clustering



Practice: share a history

SHARE 16S HISTORY WITH TRAINERS

-




Share your data with us 2

* When your history “16S” is ready and contains the 2 files
1. chaillou_withprimers_64renamedsamples V1V3 10000seq_R1R2.tar.gz

2. metadata_chaillou.tsv

* Then share with [EAEEERER: o Ris

= Contact me by email geraldine.pascal@inrae.fr when it is done.




Other useful things




To rename a dataset

Click here to display attributes and change

the name.
15h|:|wn-
156.91 MB ~ % e
1: @® F R

http: / /genoweb.toulouse.inra.fr
frformationf15 FROGS
SEROGS ini/DATA/ITS.tar.qz

156.9 MB
format: tar, database: 2

uploaded compressed archive file

=i v ®

Compres=ed binary f£file




To rename a dataset

Change the name here

= Attributes & Convert & Permissions
Name
FROGS_2 Clustenng swarm: seed_sequences.fasta

Info

## Applhcation
Software /shared/ifbstorl/galaxy/mutable-data/dependenciess_cor

Annotation - opticnal

Add an annotation or notes to a dataset: annotations are available wh

Database/Build - optionl

unspecified (7)

B save & puto-detect




To change the datatype

= Attributes £ Convert o Permissions

£ Convert

Target datatype

tabular [using 'Convert FASTA to Tabular')

If you put the wrong datatype in during the
upload, you can change it here.

Thiz will create a new dataset with the contents of this g2

= Create Dataset

2 Datatypes
New Type

fasta

This will chapa@ the datatype of the existing dataset but not maodify

B save ' Auto-detect



To delete a dataset

42 : FROGS BIOM to TSV: abundance.tsv Lo
41 : FROGS Affiliations stat: report.html @7/ "
40 : cleaned_biom-2023-02-13.biom Lo ]

Click here to delete a dataset.




To see deleted dataset

Tutoriel16S ’; ]
Click here to see deleted dataset.

=267 MB Q37 &5 &

Tutoriel165 ’

&= 267 MB 97 W5 i

g i 1

42 : FROGS BIOM to TSV: abundance.tsv ® /0

_ Here the complete list of deleted dataset.

35 : FROGS OTU Filters: report.html L+ ]

34 : FROGS OTU Filters: excluded.tsv ® /0

33 : FROGS OTU Filters: otuFilter_sequences.fa @ # T
sta

32 : FROGS OTU Filters: otuFilter abundancebi @& # @
om



To undelete dataset

History + & -

deleted:true ¥ X

Tutoriel165 7’
& 267 ME

B s

42 : FROGS BIOM to TSV: abundance.tsv

Click here and this file return into the history

353 : FROGS OTU Filters: report.html @ Undelete
34 : FROGS OTU Filters: excluded.tsv @/ 0

33 : FROGS OTU Filters: otuFilter sequencesfa @ # ©
sta

32 : FROGS OTU Filters: otuFilter_abundancebi @ # §



To undelete dataset

Tutoriel16S m ’

&= 267 ME P32 w4 &=

= o Click here to sea again your active history
42 : FROGS BIOM to TSV: abundance.tsv Lo | -

41 : FROGS Affiliations stat: report.html Lo

40 : cleaned_biom-2023-02-13.biom Lo ]

39 : FROGS OTU Filters: report.html Lo

38 : FROGS OTU Filters: excluded.tsv @ 5w



Thank you for following this first step,
see you on Tuesday 16 January!
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