N\
|>i|i||c— 3

EEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEE

. - -’ /
l L Université > st [
de Lllle delille ‘-f‘ 1

@ e 7

—
—
m



« Galaxy est une application WEB pour I'analyse de données centree

autour d’applications en biologie

earch tools
2. Upload bata

Get Data

Send Data

Collection Operations
GENERAL TEXTTOOLS

Text Manipulation

Filter and Sort

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

FASTQ Quality Control
SAM/BAM

BED

VCF/BCF

Nanopore

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

Assembly

Mapping

Variant Calling

RNA-Seq
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Welcome to usegalaxy.fr

By using this Galaxy instance, we assume that you have read and accept the Term Of Use
For any questions or support: luster. fr/c/galaxy

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

Domain specific subdomains:

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

Workflow4Metabolomics Covid19

Metabolomics data processing, Variant analysis, consensus using
analysis and annotation for communuty approuved workflows
Metabolomics community and datasets.

@ ProteoRE
Functional analysis and exploration

of proteomics and transcriptomics
data in biomedical research.

Hosted by:
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Metabarcoding

FROGS, Qiime, Mothur, Obitools,
DADAZ, PICRUSt

Ask the GalaxyCat

Cantt find a tool here or elsewhere?
Why not search on the IFB Galaxy
Catalog ?
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« Galaxy offre un terrain d’entente entre biologistes et

bioinformaticiens!




* “The Galaxy Project: Online bioinformatics analysis for ALMOST
everyone”

» Permet d'éviter le dogme : bioinformatique = ligne de commande

« Se concentrer sur la question biologique et I'analyse et pas sur la syntaxe
et I'installation des outils

* Permet de chainer des outils pour créer des workflows
* Permet de suivre et d’archiver toutes analyses

« Reproductibilité accrue

« Partage facilité



De nombreuses instances publiques existent.

- https://usegalaxy.org/
- https://usegalaxy.fr/
- https://usegalaxy.eu/

Il existe également des instances spécialisées avec des outils
thématiques (métabolomique, Single Cell, plantes...)


https://usegalaxy.org/
https://usegalaxy.fr/
https://usegalaxy.eu/
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Collection Operations
GENERAL TEXT TOOLS

Text Manipulation
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GENOMIC FILE MANIPULATION

Convert Formats
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processing, analysis and
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ECRAN.PRINCIPAL

Variant analysis, consensus
using communuty approuved
workflows and datasets.

ProteoRE
Functional analysis and
exploration of proteomics

and transcriptomics data in
biomedical research.
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FROGS, Qiime, Mothur,
Obitools, DADA2, PICRUSt

Ask the GalaxyCat

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

Get Data
Send Data

Collection Operations
SENERAL TEXT TOOLS

Text Mani

on re module

nst parent features

metagenomeSeq Normalization Cumulative

sum scaling
Remove columng by hasding
Sort Colu or h;a IqL ;

Histogram of a numeric ¢

columr

Arithmetic Operations on tal

lumnar fo

melt co

variables
Unique occurre
Merge Columns together

Split file according to the valu

a column
PRINSEQ to process quality of sequences

Query Tabular us

annotateMylDs annotate a generic set of

ﬁ Workflow Visualiz | B3 hNks)jina2es) witle r Lulinteu . Y ‘

ﬁAdd column to an & g dataset (Galaxy Version 1.0.0)

Add this value

aset available

(e (= No taD®

\ﬂ:m'm missing? See TIP below

RAGE DE L'OUTIL

What it does

can enter a nd it will be added ;

Typing + ir

1 the text box will generate

\ ntifiers
pute an express

1< i

You can also add line numbers by selecting Iterate: YES. In this case if you enter 1 in the text box you will get:

chrl 18 106 aeneA 1

n Charger vos

es données depuis

une source externe

HISTORIQUE




Datasets

B 6

E

frm:l.ﬂ—l.cel absent_18 without estrogen 18 hours
lowle-2.cel absent_1e without estrogen 18 hours
highle-1.cel present_1e with estrogen 18 hours
highie-2.cel present_1e with estrogen 18 hours
low4B-1.cel absent_48 without estrogen 48 hours
low4g-2.cel absent_48 without estrogen 48 hours
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En file d’attente ) Otcmana  (e]/]x

En cours d'exécution puumms)) ~— zcmueondn © 4 x

Fini avec succes PEE)  ZComputeondatal @ 4 X
©9:Barchartondatag8 @ ¢ x

Fini en erreur ) ..

An error occurred with this dataset:

Traceback (most recent call last):
File "/usr/local/galaxy/galaxy-dist/tools/pl
import Gnuplot, Gnuplot.funcutils
ImportError: No module named Gnuplot
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» Des formats géneériques .
 format tabulé, Excel, HTML, xml, jpg, zip...

» Des formats standard de bioinformatique :
« FASTQ, FASTA, SAM/BAM, bed, GFF...



» Des outils « génériques »
* manipulation de fichiers texte, tableur...

* Des outils standard de bioinformatique

 outils de DNA-seq, RNA-seq, ChiP-seq, identification de variants,
metagenomique...

* De nombreux outils installables depuis le Toolshed (~App store)
« 9253 outils disponibles au 24/11/2022



Tools

Get Data

Send Data

Lift-Over

Text Manipulation
Filter and Sort

Join, Subtract and Group
Convert Formats
Extract Features

Feich Sequences
Fetch Alignments

Get Genomic Scores
Statistics
Graph/Display Data
Phenotype Association

GENE EXPRESSION ANALYSIS

SMAGEXP
Charts

Workfiow control

Inputs

Workflow Canvas | Workflow fonctionnalites de base

Sort x
Convert ® et _ Sm Delaset
in Dataset s, ] L
e — out filel
out_filel (tabular) e
fram
Input dataset x® Cut x Compute x out_filel
output From as anew column to
out_filel (tabular) “c;;nj\el N Join two Datasets
Input dataset x o
output ..Y""“ i
out_filel

e Automatisation d’analyses répétitives

* Permet de standardiser des pipelines d’analyses
 Facilité de partage
 Facilité de reproductibilité

Details
Edit Workflow Attributes

Name:
Workflow fonctionnalites de base

Tags:

*

Apply 1ags to make it easy to search for
and find items with the same tag.
Annotation | Notes:

Describe or add notes to workflow

Add an annotation or notes o a

workflow; annotations are available
when a workflow
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