Analyze Da Workflow

Shared Data

Visualization Admin Help User

Welcome smaman, you are working in /v IIEGEEL

Tools

| Options = |

Your user name: smaman
Your file path : fwork/smaman/

1- UPLOAD YOUR DATA
Get Data

2 - FILES MANIPULATION

Text Manipulation

Filter and Sort

Join, Subtract and Group
Convert Formats

3 - SEQUENCES
MANIPULATION

FASTA manipulation

FASTQ manipulation
SAM/BAM manipulation : Picard

{(beta)

SAM/BAM manipulation : SAM
Tools

4 - MAPPING
BWA - Bowtie
5 - INDEL ET SNP

Indel Analysis
RMNA-Seq
GATK Tools (beta)

6 - SRNASEQ

Analyse des miRNA
Annotations
Alignement sur reference

»

m

WELCOME ON SIGENAE GALAXY WORKBENCH

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.

»

m

History | Options = |
O AR
TP FastQC 54.0 Mb
8: FastQC data 5.html @ {§ 3

- GM.fastgsanger @ [ 5

5: hl.fastgsanger @ (] 3%
4: FastQC_data @ B
18.html
3: FASTQ Summary ® { % |F
Statistics on data 18
2: FASTO Summary <@ {

Statistics on data 18

76 lines, 1 comments

format: tabular, database: 2

Info: 99115 fastg reads were

processed.

Based upon guality values and

sequence characters, the input

data is valid for: sanger

Input ASCII range: "#'(35) -
C'(67)

Input decimal range: 2 - 34

Epilog : job finished at ven mai

11 10:36:43 CEST 2012

=161 B
12 3 a5 |

frolumm count min max =um
5115
9115
55115
9115
55115

33 3154703 az.
34 315&££52 31,
3145060 3l.
34 3120431 31,
344 305€075 3l.

R1 RI RI  RI  RI
(%]
il
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SCIENCE & IMPACT
1 — Ouvrir un compte sur Genotoul :

Formulaire de demande de compte:
http://bioinfo.genotoul.fr

You are here: » Help » Create an account

An account is only available for people who works with a french team. In this case please fill the supervisor's informations in the form
with the director of this french team.

For temporary position account, the request has to be validated by a permanent supervisor who is in charge of respecting the THRA U H I H ‘I d 4 H
i & tiliser un mail académique

The default quota for an account is 1To for /work/user and 200 Gb for /save/user.

2 — Accéder a Galaxy a I’aide du login/mot de
passe obtenus :

E-Mail (academic only) : =

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

Status Reaserch director -
If the request is for a temporary position or an internship:
Supervisor last name:

Supervisor email:

Supervisor phone:

Contract duration:

Type:

@ Pprivate
@ Academic

-.4-.




Une interface simplifiée et intuitive

=" SCIENCE & IMPACT

Votre écran est divisé en 4 zones principales :

| Options ~ = istory Options ~

ur user name: smaman N o o
Your file path : Q= ]
Sworky/smaman/ TP FastQcC 54.0 Mb
1 - UPLOAD | 8: Fa ata 5. ® %

I 6: GM.fastqsanger ¢ R
| 5: hl.fastgsanger @ %]
4: Fast ® [ %
3: FASTQ Summary 7%
Statistics on data 18
2:F Summa -4
Stati
FASTA manipulation
1: GM.fastgsanger @ B

FASTQ manipulation
EARM/DARM maaninalatioe = T hé =
ap L




cauiz] | Comment utiliser un outil ?

E oinfo .
T SCIENCE & IMPACT

Analyze Data Workflow Shared Data Visualization Admin Help Lsing 13%

User | Options = | - History | Options = |

Your user name: smaman i o — =
O ]

Your file path : fwork/smaman/
i 0 bytes
1 - UPLOAD YOUR DATA Unnamed histery yt

) vour history is empty. Click 'Get

Get Data
Data' on the left pane to start

2 - FILES MANIPULATION

m

Text Manipulation

Filter and Sort

Join, Subtract and Group
Convert Formats

m

3 - SEQUENCES
MANIPULATION

FASTA manipulation

FASTQ manipulation
SAM/BAM manipulation = Picard

(beta)

SAM/BAM manipulation : SAM

— — WELCOME ON SIGEMAE GALAXY

A - MAPPING WORKBENCH

BWA - Bowtie Galaxy is a workbench available for biclogists

from Sigenae Platform. Galaxy objectives are:

5 - INDEL ET SNP o _ _ o
+ Make bioinfo Linux tools accessible to biogists.

Indel Analysis ¢ Hide the complexity of the infrastructure,
RNA-Seq &« Allow creation, execution and sharing of
GATK Tools (beta) o workflows. -




Analyze Data Workflow

Shared Data

Visualization

Admin Help

T SCIENCE & IMPACT

| Options +

Yo .
ur file path : fwork/smaman

1-UPLOAD YOUR DATA

Get Data
2- ANIPL

Text Manipulation

Filter and Sort

Join, Subtract and Group
Convert Formats

3 - SEQUENCES
MANIPULATION

FASTA manipulation

FASTQ manipulation

SAM/BAM manipulation = Picard
{beta)
SAM/BAM manipulation : SAM

»

m

Tools

4 - MAPPING
BWA - Bowtie

5 - INDEL ET SNP

Indel Analysis
RMA-Seq
GATK Tools (beta)

WELCOME ON SIGENAE GALAXY
WORKBEMCH

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.

*

m

Lsing 13%
History | Options = |
wE A
Unnamed history 0 bytes

) vour history is empty. Click 'Get
Data' on the left pane to start




SCIENCE & IMPACT

Analyze Dat: Workflow Shared Data  Visualization Admin Help
LEE Options = “ || History Options ~
- " * Upload local file from filesystem path (version 1.0.0)
ur file path : fwork/smaman File N w= 7 =
ile Name: . 0 bvtes
1 - UPLOAD YOUR DATA : Unnamed history yt
phiX174_rea
Get Data ) vour history is empty. Click 'Get
File type: Data' on the left pane to start
Fastg ~ E
Text Manipulation
Path to file:

Filter and Sort
Join, Subtract and Group fwork/smaman/phiX174_reads.fastgsanger

Convert Formats

m

3 - SEQUENCES
MANIPULATION

FASTA manipulation

FASTQ manipulation

SAM/BAM manipulation = Picard
{beta)

SAM/BAM manipulation : SAM
Tools

4 - MAPPING
BWA - Bowtie

5 - INDEL ET SNP

Indel Analysis
RMA-Seq
GATK Tools (beta) - -




geno
Ecul@

ioinfo

Analyze Data Workflow

Shared Data Visualization Admin Help

| Options = |

Yo

Text Manipulation
Filter and Sort

ur file path : fwork/smaman

1-UPLOAD YOUR DATA

Get Data
2- ANIPL

Join, Subtract and Group

Convert Formats

3 - SEQUENCES
MANIPULATION

FASTA manipulation

FASTQ manipulation
SAM/BAM manipulation

: Picard

{beta)
SAM/BAM manipulation

: SAM

Tools

4 - MAPPING
BWA - Bowtie

5 - INDEL ET SNP

Indel Analysis
RMA-Seq
GATK Tools (beta)

»

m

* Upload local file from filesystem path (version 1.0.0)

File Name:
phiX174_rea

File type:
Fastqg ~

Path to file:
Jwork/smaman/phiX174_reads.fastgsanger

*

m

History | Options = |

o =
Galaxy sensibilisation - TP12.1 Mb
2 - BWA and FastQC

14: @ %
phiX174 reads.fastgsanger

1.0 Mb

format: fastgsanager, database: ?

b=l G & 7

BOEOS1T—and-080522:5:1:185:-82
GATGITAITICITCATT I GEAGGTARARCCTCTITAT
+
IIIIIIIIIIIIIIIIIIII«IIIRFIAA,/I0TTI4T
BOHOS1T—and-080522:5:1:-:13€€:-223
GIIIICIICIGCGICAGTAAGRACGTCAGIGILICC



z

Liens avec NG6

= SCIENCE & IMPACT

-Soit fichier par fichier :

~.. Galaxy Workbench Analyze Data = Wo

Tools Options ¥

* Upload local file from filesystem path (version 1.0.0)

-~

U DAL DA A File Name (without extension):

Get Data
= * Upload File
File type:
m UCSC Main table browser
Bam A
m UCSC Test table browser
Path to file:

m UCSC Archaea table browser

m * Upload local file from

filesystem path Upload data to

history without copying on

-Soit un répertoire de fichiers :

Analyze Data Workflow Shared Data Visualization Al

*MiSeq* 1 Pre process (version 1.0.0)

Configuration file (tabular format):

-

Extension of your input files:
fastq -

Perform barcode triming ? You data are multiplexed : Yes, else No:
No -

Your path to access to your demultiplexed read files on Genotoul (example : fwork/user/projet/):

Jwork/username/PathTc

Perform pair assembling ? (for now only unassembled read are accepted. So Yes):
Yes ¥

Maximum number of ambiguous contigs bases:
0

Maximum contigs length (MANDATORY):

- 10 --
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De l'outil a I'historique. ===

= SCIENCE & IMPACT
—__ Ga Iaxv Sig Analyze Data  Workflow  Shared Data  Wisualization  Admin Help  User  Welcome smaman
Tools Options « . . S ~ons ¥
Saved Histories Analyse OK
1-UPLOAD YOUR DATA search history names and tags =2l —
Get Data gdvanced Search TP Galaxy 7.0 Mb
47 FILES MARIPULATION [ ™Name Datasets Tags  Sharin Analyse en attente 8
Text Manipulation Tata AN Uata T
Filter and Sort [0 TP Galaxy project + 2 0 Tags 7 Job is waiting to run
Join, Subtract and Group D17
Convert Formats )
O miRnstests 0Tans 3 2: UCSC Main @ § &

3 - SEQUENCES , on Human:
MANIPULATION O 1P SHPs caling ~ EI 0 Tags 5 snp137Common
FASTA manipulation chr2z:1-31304366
FAS1A manipulation Shared i

. - TP RMA 0 Tags =0aE = + N ~180,000 regions
FASTO manipulation [l IeBMAseq ~ 2z fccessible format: bed, database:
SAM/BAM manipulation : Picard , hgl9
(beta) [0 test TP mikMa + 1 0 Tags 5 =@ L2 7
SAM/BAM manipulation : . vieny I GeneTrack
SaMtools [ unnamed history 0 Tags 0 display at Ensembl
Fetch Sequences M o

Analyse en cours

-Vos jobs :
-Se poursuivent méme si vous étes déconnectés du Galaxy.
-Leurs états sont indiqués par la couleur du dataset.
-Peuvent étre lancés en paralléle & sans connaitre linux.
-Peuvent étre partageés.

-Votre données :

-N’encombrent pas votre disque dur.
-Sont protégées (accés LDAP).

- 11 -



Comment générer une chaine de traitement ?

-Soit depuis un historique :

Workflow name

Workflow constructed from history 'IGV bai

[ Create Workflow ” Check all ][ Uncheck all ]

Tool History items created

* Upload local file from filesystem path

» I 1: ERRO0D017.bam

¥ Include "= Upload lacal file from filesystem path” in warkflow

* Upload local file from filesystem path
» I 8: ERRODDD17.50rte

¥ Include "= Upload lacal file from filesystem path” in workflow

* BAM sorted to BAI for IGV

» I 11: * BAM sorted to

¥l include "= BAM sorted to BAI for IGV" in workflow

-Soit depuis une page blanche :

Les résultats produits sont typés,
il n’est donc pas possible de brancher une dataset sur un mauvais tool !

* Upload local file from b=4
filesystem path

outl (bam, txt, fastgsanger,
csfasta, qual, bed, off, otf, vcf, sam,
fasta, pdf, xsaq) Map with BWA for Illumina 3%

FASTQ file

output (sam)

=|NRA

History Lists

Saved Histories
Histories Shared with Me
Current History

Create New

Clone

Copy Datasets

Share or Publish
Extract Worlkflow
Dataset Security

Show Deleted Datasets
Show Hidden Datasets
Purge Deleted Datasets
Show Structure

Export to File

Delete
Delete Permanently
Other Actions

Import from File

- 12 -
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Evolutions récentes
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Des outils plus complets

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

Welcome smaman

Tools | Options ~ |

FASTA manipulation

FASTQ manipulation

SAM/BAM i ion : Picard
(beta)

SAM/BAM manipulation :
SAMtools

Fetch Sequences
Sequences Queries

4 - SGS MAPPING
BWA - Bowtie
5- SNP / INDEL
GATK Tools (beta)
SAMtools
Indel Analysis
6 - TRANSCRIPTOMIC
RNAseq
RNASEQ ALIGNEMENT

= = Tophat for Illumina Find
splice junctions using
RNA-seq data

RNASEQ RAW EXPRESSION
= = htseq count

® = Merge Htseqg count output
file jptac glob gunting file

= * Sigeufflinks to obtain raw
gunt of reads

junctions using RNA-seq data
SRNAseq
7 - CHIP-SEQ
Operate on Genomic Intervals
Nebula
8 - TRAININGS
Galaxy Initiation
Reads alignment and SNP
calling
RNA-Seq
SRN,
SNP annotation

Is Sigenae

= 8 || History | Options ~ |
* EN COURS DE TEST * Tophat for Illumina (version 1.0.0)
Your RNA-Seq FASTQ file (read 1): PtE] . ;//B'En'b
2: M_Pf_2_ACAGTG_L00..fastgsanger = est / Phylofis .
Your RNA-Seq FASTQ file (read 2): 15: @ § %8

ACAGTG L1007 R2.fastgsan -BWA.bam

2: M_Pf_2_ACAGTG_L00..fastgsanger ~

}-hea
Your RNA-seq FASTQ file are zipped: 100 lines
Flves format: txt, database: 2
. o Info: Epilog : job finished at mar. juil. 16 11:35:24 CEST
Please check this option if your files are zipped. 2013 plag - 1
Choose your reference genome: HOL G
Select a reference genome -
e VH:1.3 30:ccordinate

Please choose either use a bank available on your Biolnfo Genotoul Plateform or use your own FASTA reference file (this FASTA file will automatically be indexed by Galaxy)

@3Q  SN:ENSDARTOO000112583  IN:208%
Select a reference genome: @3Q  SN:TNSDARTOO000122537  IN:S75

esq  SN:ENIDARTO0000128200  LN:310
Danio rerio Zvg 62 chr 22 esg SN:EN3DART00000088218 LN:2553
Number of threads used to align reads: e SW:ENIDARTOODOOOTS3S4  LN:1243
16

Maximum intron length:
5000

(]

g

ormat: bam, database: ?
Info: Etape 1

Indexation : Jusrflocal/bioinfo/bin/bwa index -3 is
Jwork/galaxy/database/files/011/dataset_11741.dat >>
Jbwaindex.log 2>&1

Expected {(mean) inner distance between mate pairs:

More options ?:
No more option -

|lease choose Show if you want to see more options.
Execute

eads to a genome in order to identify exon-exon splice junctions. It is built on the ultrafast short read mapping program Bowtie. TopHal

Acces a plus d’options de la

Etape 2
Alignement du premier fastq : (fusr/local/bicinfo/bin/bwa
aln /work/galaxy/database/files/011/dataset_11741.d

lighe de commande

TopHat was designed to work with reads produced by the Illumina Genome Analyzer, although users have been successful in using TopHat with reads from other technologies. I

1.1.0, we began supporting Applied Biosystems' Colorspace format. The software is optimized for reads 75bp or longer. co m m a nd e et d eS éta pes d e

Mixing paired- and single- end reads together is not supported.

How does TopHat find junctions? t ra ite m e nt

TopHat can find splice junctions without a reference annotation. By first mapping RNA-Seq reads to the genome, TopHat identifies potential exons, since many RNA-Seq reads will
contiguously align to the genome. Using this initial mapping information, TopHat builds a database of possible splice junctions and then maps the reads against these junctions t
them.

Short read seguencing machines can currently produce reads 100bp or longer but many exons are shorter than this so they would be missed in the initial mapping. TopHat solves this ENSDARTO0000112583 zo0es 0 °
problem mainly by splitting all input reads into smaller segments which are then mapped independently. The segment alignments are put back together in a final step of the program to ENIDARZ00000122337 =78 ° °
produce the end-to-end read alignments. EN3DARTO0000125800 g1o o o

ERSDARTO0000088218 2553 o o
TopHat generates its database of possible splice junctions from two sources of evidence. The first and strongest source of evidence for a splice junction is when two segments from the EN3DARTO0000075354 1245 o o
same read (for reads of at least 45bp) are mapped at a certain distance on the same genomic sequence or when an internal segment fails to map - again suggesting that such reads are ENIDARTO0000024841 1605 o 2

spanning multiple exons. With this approach, "GT-AG", "GC-AG" and "AT-AC" introns will be found ab initio. The second source is pairings of "coverage islands”, which are distinct regions of

-- 14 --
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Pour sauver vos datasets Galaxy dans votre /work

Welcome smaman

Logged in a am: .inra.fr

Logout

Public Nam

4 - SGS MAPPING [[] {PFB-68 8.fastgsanger’-cutadaptfastq +

BWA - Bowtie [ {{PFB-69 19.fastasanger}-cutadapt.fasta}-report.html
5 - SNP / INDEL [ {PFB-69 19.fastgsanger}-cutadapt.fastg

GATK Tools (beta) [[] {{PFB-70 20.fastqsanqer}-cutadapt.fasta?-report.html
el [7] {PFB-70 20.fastasanger}-cutadaptfastq =

i it [C] {{PFB-71 21 fastgsanger?-cutadapt.fastqt-report.html
O TRANSCRIFTOMIC [] 4{PEB-71 21.fastgsanger}-cutadapt.fastg

H‘s [T {{PFB-72 22 fastgsanger}-cutadapt.fasta}-report.html
S5-MART [ {PFB-72 22fastgsanger}-cutadapt.fastq ~
sRiaseq Page: 1 2 3 4 5 &

7 - CHIP-SEQ For 0 selected datasets: | Copy to current histdigy

Nnerate nn Genomic Tntervals

O~ >

-

-

Get path list

17

/save/galaxy/bank/mirdeep2

TESTS ===== Pierre francois mirdeep2 0Taas 2 days ago Vitis_vinifera.IGGP_12x.21.dna
TESTS ===== Pierre francois mirdeep2 0Taas 2 days ago ®
TESTS * Pierre francois mirdeep2 0Taags 2 days ago 127: {{FASTQ to @ %

EASTA on data

IESTS == pierre francois mirdeep2 0Taas 2 days ago 04}-mapper.fasta}-miRDeep2
TESTS *==== Pierre francois mirdeep2 0Taas 2 days ago core.csv

182 lines, 3 comments
TESTS *===== Pierre francois mirdeep2 0Taags 2 days ago format: csv, database: ?

Info: (cd /work/galaxy/database
TESTS ==*** Pierre francois mirdeep2 0Taags 2 days ago ffiles el Kozl

xxxxx f038/8-4_13h44mn225ec38926

TESTS Pierre francois mirdeep2 0Taags 2 days ago MIRDEEP2_ mirdeep2/;/usr/local
TESTS ===== Pierre francois mirdeep2 0Tags 2 days ago /biinfo/src/galaxy/aalaxy-

dist/tools/sm_mirdeep2
/miRDeep2.pl /work/galaxy
/databaseffiles
/038/dataset_38914.dat

- /save/galaxy/bank/mirdeep2 -

1: dataset path list LN/
2 lines, 1 comments
format: tabular, database: 2

=HOO A

fdataset_path

/work/galaxy/database/Eiles=/028/datas=
fwork/galaxy/database/£iles/0238/datas

[ m »

* Save my data (version 1.0)

dataset from your histories

Add new dataset from your history ]

Use file list ?:
Yes -

Tabular file of datasets to be exported:
1: dataset path list

-- 15 --



Nouvelle machine a venir

T —="" SCIENCE & IMPACT

Admin Welcome smaman

Tools [options ~ |

- 0 WELCOME TO GALAXY WORKBENCH

1 - UPLOAD YOUR DATA
Get Data

2 - FILES MANIPULATION 0 0

Text Manipulation
Filter and Sort

Join, Subtract and Group geno

Convert Formats s S toul
Q / bioinfo

3 - SEQUENCES MANIPULATION

FASTA manipulation Galaxy is a workbench available for biclogists from Sigenae Platform. Galaxy objectives are:
Q ; A

e ® Make bioinfo Linux tools accessible to biogists.

SAM/BAM manipulation : Picard e Hide the complexity of the infrastructure.

(beta) ® Allow creation, execution and sharing of workflows.

SAM/BAM manipulation :
SAMtools

Fetch Sequences

Sequences Queries
BED tools

4 - SGS MAPPING Connect to our new version of Galaxy

m

BWA - Bowtie Test it ! [http://vm-galaxy-dev.toulouse.inra.fr/

5 - SNP / INDEL
GATK Tools (beta)

SAMtools
Indel Analysis

=5 How to cite Galaxy workbench ?
6 - TRANSCRIPTOMIC
Depending on the help provided you can cite us in acknowledgements, references or both.

RNAseq
DEA stats Examples :
S-MART Acknowledgements
We wish to thank the SIGENAE group for ....
SRNAseq
References Sigenae - Welcome s
7 - CHIP-SEQ X. SIGEMNAE [http://www.sigenae.org/
Operate on Genomic Intervals ook D WELcoME TO GALAXY WORKBENCH Unamat Wsiory
Nebula e
FILES MANIFULATION " “ eno ==
8 - TRAININGS . " ‘ s foul 2]
Sigenae e-learning platform W7 5iointo
Reads alignment and SNP e "
calling If you need more training about bicinformatic and Gz see eus C_
— Gragh isalay Data qanaa P
sRNAseq Some of the tools have a direct access to the e-lea msmmumin
. platform. T iatca W
SNP annotation i R igWarnings
5 o . . . e
H.etagenomlcs Mothur 454 and Sigenae support : sigenae-support@listes.inra.fr e —
MiSeq ‘SAMiunl - earminal X e
If you have some guestion about Galaxy, please con Mm,
£ emsim amsameees A = B
MRS, 1. How to cite Galaxy workbench 7
NG GATK Tosts (hata)
ol Analysis
anse
e
[ I——
el
sretedto af

4 nopes et based o o dta ez Bomedicl esareh he
L. e G Fruiect 1 NIGR, NSL. Th Huck It

coamis s vt o

moutes Sicrcs deprtmenes ot Emary
— ariky

-- 16 --




Améliorations de la nouvelle instance

*~30 nouveaux outils et 5 chaines de traitements.

*Matériel & méthode : Commandes / versions d'outils Galaxy et bioinfo.

Machine :

v'Sur la nouvelle infrastructure (genovcenter)

v'Plus rapide d’acceés sur site distant (multithreading)
v'Envoi des jobs au nom du user LDAP (workq ou autre q.)
v'Paramétrage plus fin des jobs en fonction des ressources.

Tool: * NIKS

Name: * NIKS on data 4, data 6, and others
Created: Jan 13, 2014

Filesize: 0 bytes

Dbkey: ?

Format: fasta

Tool Version:
Tool Standard

Qutput: stdout

'I;n:rc:jlr:standard stderr

Tool Exit Code: 0

API ID: aa03efb04bdcesbO

Full Path: Jwork/galaxy-dev/database/files/000/dataset_621.dat

perl fusrflocal/bicinfo/src/galaxy-dev/galaxy-dist/tools/sm_niks
/sm_niks.pl —-pipeline-type KMER --fastgal /work/galaxy-dev/database
[files/000/dataset_170.dat --fastqal /work/galaxy-dev/database/ffiles
J0D0/dataset_168.dat --fastgb1 /work/galaxy-dev/database/files

Job /000/dataset_169.dat -fastgbl fwork/galaxy-dev/database/files

Command-Line: /000/dataset_171.dat --insert-size 100 --output-fasta-a /work/galaxy-
dev/database/job_working_directory/000/204/galaxy_dataset_&620.dat
--output-fasta-b /work/galaxy-dev/database/job_working_directory
J/000/304/galaxy_dataset_621.dat --output-csv /work/galaxy-
dev/database/job_working_directory/000/304/galaxy_dataset_622.dat

m

u

History "

imported: 131220
148.0 GB L

30: * NIKSondatad, @ { &
data 6, and others

29: * NIKSondatad, @ § %
data 6, and others

empty

format: fasta, database: 2

Log: Matched on sed - -2
's,“FASTQA1=. FASTQA1=/work
Jaalaxy-dev/database/files
/000/dataset_170.dat
Jwork/galaxy-dev/database/files
/000/dataset_168.dat,’
Jtmp/4211822.1.workg
/ZeNIgaDOow/kmerPipeline.sh
sed-i-e

's,~FASTQA1=.* FASTQA1=/work
Jaalaxy-dev/

(G]%]

no peek

4 n
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Site E-Learning

http://sig-learning.toulouse.inra.fr

- 18 -



Plateforme d’autoformation en ligne

« sig-learning » : http://sig-learning.toulouse.inra.fr/

<8 ;sfSigenae... x
.| & @ sic-learninotoulouse.inra.fr
Trainings

Homepage Profile Agenda Progress

Trainings

I 1 - Linux & Unix
UNIX1 — SIGENAE Team

I 2 _Cluster (en construction)
CLUSTER — SIGEMNAE Team

2 3. Management of large files on Unix and Galaxy
UMIXZ — SIGEMAE Team

I 4 _Galaxy
GALADT — SIGEMAE Team

o AaglEmmAts {9 5-FastQC : quality control tool & reports interpertation
Acces ponctuels a sig-learning FASTQC — SIGENAE Team

2B - Aligning 5G5S reads and SHP finding
SG3-SMP — SIGEMAE Team

I T -NG6
MGE — SIGENAE Team

I 8 _RNA seq (en construction)
RMASEQ — SIGEMAE Team

5 Demonstration
DEMO — SIGENAE Team (b € €9 (& 2L O\ &

I Mothur: analyse d"ADMN 165
MOTHUR_163 — bernard maria -- 19 --




Mise en
production

Formations
PF Biolnfo

Formations
PF Biolnfo

mb

mb

QOﬁ/

)

Quelques statistiques

INRA

SCIENCE & IMPACT

Logins (Month)

2012 February I —————————————————————————————_———_—_—_—————— 102 14,5%
2012 March S — 4 48%
2012 April R 33 4 6%
2012 May ————————————————————————— 92  13,0%
2012 June | 103 14,5%
2012 July S 15 21%
2012 August — 13 18%
2012 September — 14 2,0%
2012 October SESSSSS——— 42 5.9%
2012 November I 11 1,5%
2012 December — 12 1,7%
2013 January R 20 41%
2013 February N 19 27%
2013 March - B 0,8%
2013 April - 4 0,6%
2013 May —— 1 15%
2013 June - B 0,8%
2013 July L 18 25%
2013 August I G 0,8%
2013 September o 22 31%
2013 October - 5 0,7%
2013 November I 13 1,8%
20132 December I —— 71 10,0%
2014 January o 21 3,0%
2014 February I 7 1,0%

Total: 710

- 20 -



T—="" SCIENCE & IMPACT

Enquete 2013

aupres des ~40 utilisateurs
locaux

http://galaxy-workbench.toulouse.inra.fr
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Utilisation des instances Galaxy = INRA

T SCIENCE & IMPACT

4 Statistiques du Galaxy Project )

https://wiki.galaxyproject.ors
Publications: Cumulative Tags per Year 2005-2013"

Galaxy Mailing List Memberships .
M User Il Dev I Announce M France M Frotzomics M Us+Dvean™ B W Useciaud
M visualization®
B RefPublic”
M UsePublic*
m Other

S000

Default mailing list for

neww Users on usedalaxy.org / 1500

5000 switched from User M Reproducibility
=1 to Announc/ . HowTo
= 1000 B Frojsct
= 4000 - cloudt
= M sharea
= =
2000 % — o — 1sGataxy
/  Usemain®
W workbench
o M vethods
2011401 201107 201201 2012/07 2013401 201307 2014401 =nes =ner =nos =en =o1s
Date Publication Year
[ne communautle]:ntern?tlonale \{lvante. Belle augmentation des citations Galaxy dans les
Une communauté rancaise grandlssante. publications
\_ J
( Statistiques de I'instance Galaxy Sigenae / Biolnfo Genotoul h

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

23 réponses sur ~40 utilisateurs

Historique mensuel fes visites

Il- il H[ ~40 utilisateurs
il e i il II. il L Les 10 plus gros utilisateurs (hors tests Sigenae) utilisent Galaxy

Jan Fév Mar Awvr Mai Juin Juil Acl Sep Nov Déc

2013 2013 2013 2013 2013 2013 2013 2013 2013 2013 2013 2013 dans |e Cadre de |eur prOjet

e e [ - S

Utilisez-vous I'instance Sigenae de Galaxy ?

- Oui, réguligrement. (2)

= Oui, de temps & temps.
7)

= ©Oui, rarement. (sl

= Mon, jamais, jfutilise
une autre instance. (4)

= MNon, jamais. je n'ai pas
de donnees a traiter.

(a)

65% des utilsateurs Galaxy ayant répondus a

I'enquéte utilisent I'instance Sigenae

\L'instance Sigenae ept intégrée au groupe de travail Galaxy IFB France http://www.ifb-galaxy.org/ =22 - )
| |
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=INRA

Formation & utilisation de Galaxy ==_=
——  SCIENCE & IMPACT
( . . )
Importance de la formation et du e-learning
Avez-vous déja suivi iine session de formation Galaxy ?
" Bl
1724 = Oui. | ole oge e -
Sioinfermatiaue de 6% des utilisateurs seulement ont déja suivi une
- ) S'Lé'e;*i"s'éefé:r'?'ng’ formation en e-learning.
- SOEL‘SISI(:hi‘gs‘Itregs}
g
LR
60% des utilisateurs :
*ont déja suivi une formation Galaxy -> Besoin d’une ‘mise en route’,
*souhaitent plus de support en bioinfo.
\_ scréent et utilisent des workflows. )

-

Les traitements Galaxy sont aussi lancés dans le cadre de projets

Galaxy vous permettil de traiter vos données bio-informatiques ?

= Oui (14)
= MNon (3)
= Sans réponse (8)

~60% traitent leurs données dans Galaxy.

.. Et 60% de ces 60% utilisent ces données dans leur projet.

Quels sont les principaux outils utilisés ?

fichiers (1

= RMAseq (7)
= sRMNASeq (2)

chip-Seq (3)
= Autre (1)

Principalement des applications de type SNP et

RNAseq

|

- Manlpulatlonit;arternent

= Manipulation de
sequences (16]

- Al?)nemen: de séquences

= Recherche de SMPs (10)

23/

Contact * cicenae-<tinbort@lictec inra fr


mailto:sigenae-support@listes.inra.fr
mailto:sigenae-support@listes.inra.fr
mailto:sigenae-support@listes.inra.fr

T—="" SCIENCE & IMPACT

Les formations avec Galaxy

http://galaxy-workbench.toulouse.inra.fr
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SCIENCE & IMPACT

.Formations PF Biolnfo Genotoul
.UPS Master 2 Biolnformatique

Galaxy training :

http://bioinfo.genotoul.fr

Training calendar :

The table below gives you information on the training subject, session, date, and the number of remaining free places. To register
fill out the registration form (Unix, Cluster, ...). You will then be in a waiting list and you will be informed if you have been
selected for the next session or scheduled in an other one.

Title Date Organizers Yacancies Registration
DMA 05.02,.2014 Jeromne Mariette, Christophe Klopp, Maria fully
re Bernard, Sarah Marnan, Laurent Cauquil booked
07.04.2014 Didier Laborie N |
08.04.2014 Didier Laborie, Celine Noirot s B
09.04.2014 Jerome Mariette, Philippe Bardou s B
10.04.2014 Celine Noirot, Delphine Labourdette 7R
12.-14.05.2014 Jeromne Mariette, Philippe Bardou, Sarah fully
Maman, Celine  Moirot, Delphine booked .
Labourdette

- 25 -
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SCIENCE & IMPACT

AT

LA

ALl LY

souiz] | Formations Galaxy ou utilisant Galaxy

)V |® SO [ Objectifs Instituts thematiques Membres  Actions
alliance nationale & Missions multi-organismes d'Aviesan & Initiatives
paur les sciences de la vie et de la sante
m Accuel * Toute [actualité * Ecole de bioinformatigue :... [=] %] & Taille du texte ™ English

4} Ecoutez @
Ecole de bioinformatique : Initiation au traitement g

des données de génomique obtenues par séquengage a
haut deébit

Du 14 au 18 Janvier 2013 3 la Station Biologigue de Roscoff
Cette école organisée par [TTMO Génétigue, génomigue et bioinforrmatigue avec le support de 9
plateformes de bioinformatique, accueilera 40 participants.

¥, Consulter la plaquette de l'école (397,7 ko) o))

Contact : ecole-bininfo@aviesan.fi
Consulter le programme (école bioinformatigue)

.Pré-traitement et alignement des données exome-seq (M. Bernard, R. Daveau, S. Gallina, E. Girard, B.
Job, Y. Luo, N. Servant)

.Détection et annotation fonctionnelle de variants (M. Bernard, R. Daveau, S. Gallina, E.Girard, B. Job,
Y. Luo, S. Marthey, N. Servant)

.Prédiction de miRNA aves MirDeep?2 et autres outils. Annotation des reads : miRNA et autres ncRNA

(C. Gaspin, S. Maman, O. Rué)

.Analyse des données des participants.
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Les liens avec les

communautés et groupes de
travail

- 27 -
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Galaxy Project

Galaxy: a comprehensive approach for supporting

accessible, repreducible, and transparent computational
research in the life sciences

Equipe “Galaxy project” :

SCIENCE & IMPACT

*Le Center for Comparative Genomics and Bioinformatics - Penn State,

*Des départements “Biology” et “Mathematics and Computer Science” de
I’'Université d’Emory.

PENNSTATE

EMORY

UNIVERSITY

Anton Nekrutenko Nate Coraor
Penn State

James Taylor
Penn State Emory
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Groupe de travail GALAXY IFB http://www.ifb-galaxy.org/

v'Documentation collaborative (wiki)
v'Formations (mise en commun agenda PF)
v'Architecture

v'Intégration d’outils (Tool Shed)

ABIMS Roscoff

Institut Curie
Genotoul /
Sigenae

INRA URGI

INRA MIGALE
Southgreen
INRA PFEM /
MetaboHUB

ipalnid

Etzebu

RV,

Nantes!
%

iTouiyise
i

Afficher Galaxy IFB France sur une carte plus grande
Liste des instances

Initiation, NGS Cleaning, RNASeq Differential
Expression

ChlIP-Seq Analysis

Initiation to Galaxy, SNP calling, RNASeq, sRNASeq

Differential expression analysis, Variant detection

Initiation to Galaxy, NGS Galaxy

Generalist platform, and crop breeding

Metabolomics data analysis

http://galaxy.sb-roscoff.fr/

http://nebula.curie fr/
http://galaxy-
workbench.toulouse.inra.fr/
http://urgi.versailles.inra.fr
/galaxy?2
http://migale.jouy.inra.fr/galaxy/.

gohelle.cirad.fr/galaxy/root/

https://pfem-galaxy/

Christophe Caron - Alexandre Cormier -
Gildas Lecorguille - Pierre Pericard

Alban Lermine

Sarah Maman

Olivier Inizan

Sandra Derozier - Franck Samson

Jean-Francois Dufayard

Franck Giacomoni


http://www.ifb-galaxy.org/
http://www.ifb-galaxy.org/
http://www.ifb-galaxy.org/

*
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Merci a toutes celles / tous ceux qui
travaillent sur Galaxy !

v'Les wrappers boys & girls
Maria Bernard

Frédéric Escudié
Ibouniyamine Nabihoudine

Olivier Rué

Sabrina Rodriguez v'Les personnes ayant utilisés Galaxy pour
leurs projets
Maria Bernard

v'Les admins Sandrine Laguerre

Patrice Dehais Olivier Monestier

Didier Laborie Jérome Montfort

Marie-Stephane Trotard

v'Les formateurs
Philippe Bardou
Christophe Klopp
Delphine Labourdette
Jérome Mariette
Céline Noirot
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Merci pour votre écoute

sigenae-support@listes.inra.fr
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