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La bioinformatique dans des équipes de biologie

Problemathue relevant de Ia b|0|nformat|que
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La bioinformatique dans des équipes de biologie

Problemathue reIevant de la b|0|nformat|que

Je dispose d'un bioinformaticien sur place
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La bioinformatique dans des équipes de biologie
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Je dispose d'un bioinformaticien sur place

Il n'est pas omniscient.

Il n'est pas omnipotent.

Il ne dispose que d'un temps limité.
Il est dépendant d'une structure pour
le calcul intensif.



La bioinformatique dans des équipes de biologie

Problématique relevant de la bioinformatique

-

Je dispose d'une plateforme Je dispose d'un bioinformaticien sur place

LU
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Il n'est pas omniscient.

Il n'est pas omnipotent.

Il ne dispose que d'un temps limité.
Il est dépendant d'une structure pour
le calcul intensif.



La bioinformatique dans des équipes de biologie

Je dispose d'une plateforme Je dispose d'un bioinformaticien sur place

e Identifier le bon interlocuteur est
délicat.

e Le temps de réaction peut varier. Il n'est pas omniscient.

Il n'est pas omnipotent.

Il ne dispose que d'un temps limité.
Il est dépendant d'une structure pour
le calcul intensif.
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Parfois, I'analyse est "simple", et consiste a employer des outils connus...
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La technique du "Je Le Fais Moi-Méme"

Dans cette situation, la solution la plus frégquemment employée est le

JLF2M: Je le fais moi-méme !
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La technique du "Je Le Fais Moi-Méme"

Dans cette situation, la solution la plus frégquemment employée est le

JLF2M: Je le fais moi-méme !

Jwork/xterm/orig/xterm:XF86:4.3.0.

PR Y T ST SR ST Y S

oublechr,

Une invite de commandes

Un cluster de calcul
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La technique du "Je Le Fais Moi-Méme"

YTPrsTbl.c

h.c
dth,h

Communication

4 .-‘ S PP P S Y

e Apprendre les commandes Linux de base.
e Apprendre les commandes spécifiques a la
communication avec un cluster de calcul.
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La technique du "Je Le Fais Moi-Méme"

Utiliser les logiciels en ligne de commande, les manuels
en ligne ou en interface texte.

Command line parameters

All program parameters can be entered in the command line. The first parameter must always be the name of the alignment file or
the pathnames file. If this is the only given parameter, the menu of the program is activated. For example:

Gblocks nad3.pir

The next parameters are entered according to the letter of the corresponding menu item. They can be entered in any order. The list
of all parameters is:

St mm‘; ALLOWED VALUES
Filename i

(None) (No default) Alignment or pathnames file

= Type Of Sequence p.d,c

(Protein, DNA, Codons)
Minimum Number Of Sequences For || Any integer bigger than half the

Bie A Conserved Position number of sequences and smaller
= (50% of the number of sequences || or equal than the total number of
+1) sequences
Minimum Number Of Sequences For || Any integer equal or bigger than
-b2= A Flank Position Minimum Number Of Sequences
(85% of the number of sequences) || For A Conserved Position
Maximum Number Of Contiguous

SouthGreen
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Local
The support threshold for gene tree branch collapse (optional, default 80.0)

-st species_threshold
The length threshold for species tree branch collapse (optional, default 10.0)

-pt polymorphism_threshold
The length depth threshold to deduce to polymorphism, allelism ... (optional,
default 0.05)

-k k_level
The k-level of the subtree-neighbor measure (optional, default 2)

~idupw i_duplication_weight
The weight of intersection duplication in functional orthology scoring (0.0 fo

r maximum weight, 1.0 for no weight, optional, default 0.90)

~tdupw t_duplication_weight
The weight of topological duplication in functional orthology scoring (0.0 for

maximum weight, 1.8 for no weight, optional, default 0.95)

-specw speciation_weight
The weight of speciation in functional orthology scoring (0.0 for maximum weig
ht, 1.0 for no weight, optional, default ©.99)

~ultraw ultraparalogy weight
The weight of an ultraparalogy node in functional orthology scoring (8.0 for m

aximum weight, 1.0 for no weight, optional, default 0.99)

~distw distance_weight
The weight of evolutionary distance in functional orthology scoring (8.0 for m

aximum weight, 1.0 for no weight, optional, default ©.10)

[root@marmadais tmpl# l

N6




La technique du "Je Le Fais Moi-Méme"

Interopérabilité

CLUSTAL

Construire une analyse compléete

e Assumer une veille technologique.

e Apprendre a gérer la compatibilité entre formats e s

d'entrées et de sorties. Home | P | oo  Pubknirn | SRR
e Apprendre a faire voyager les données entre Golocks Server

cluster de calcul et serveurs externes en ligne. T T
e Apprendre un langage de scripts. —————

Copyright © Jose Castresana

mx| Gblocks eliminates poorly aligned positions and divergent regions of a DNA or protein alignment so that it becomes
more suitable for phylogenetic analysis. This server implements the most important features of the Gblocks
program to make its use as simple as possible without loosing the functionality that it is necessary in most of the
cases. Other options can be changed in the stand-alone program. You can see here an example output file showing the
blocks selected from a protein alignment. Further information can be found in the online documentation. Please see the

8006 |« RapGreen.java - > gt p- (rapgreen) o

" BuildSpeciesTree java ; 5 o Gblocks page for citations.
w i
- i 219 it (argsil.equalsIgnoreCase("—prefix')) {
iooenenchasEin R 220 taxaTranslationTable.put{args[i+1],args[i+2]);
= 21 taxaTrans lationVector. addE Lenent (args [1+1]); Gblocks Server
22 is;
L = )
e RecONClztionDatabaseDaemon java s o “"955‘21,f:;“:;f,ﬂ"“';ﬁ“‘ ""‘f:uh\efargsh,m, doubleval Paste an in NBRF/PIR or FASTA format:
226 b
3 ionaty gav 227 it (argslil.equalsIgnoreCa:
hauaf SPEGESDIctonB VR 228 TreeScoring. tDupheight= Dmabte{args (1+11))  doubleva
5 229
Treejava 230 if (args[i].equalsIgnoreCase(" w')) {
e 231 TreeScoring. uParateight= ouble(args [+1])) . doubleV,
S 232
[l IT=eCHStetS Jave 233 1f (args[il.equalsIgnoreCase("~specu"))
& 234 R e b it mnaiiove
TreeFilerjava 235
Java 236 if (args[i) . equalsIgnoreCase("distu")) {
< 237 TreeScoring. lengthWeight=  (new Double(args[i+1])).double 2
o) TreeReader java 238 )€
239 it (argsil.equalsIgnoreCase(*-distt"
S rechccontiler v 2 y Frsescaciag. Tangthbrsshali= The Daubta{args £1421) Y o Or upload an alignment file:
§ 222 it (argslil.equalsIgnoreCase("-ot")) { Choisissez un fichier ) Aucun fichier choisi
5 TreeScoring.java 243 TreeR ler.geneCol (new
s 244
N 205 it i1 equalsTgnoreCase( 1<t .
) T 2 Grostil ealsTnorecase(rostr)) Type of sequence:
247 ’ DNA O || Protein @ || Codons O
Y TrecWriter mva 248 if (argslil.equalsIgnoreCase("pt"))
Java 249 TreeReconciler. gznaﬂ:pthThr:shnlﬂ— (new Double(args [i+1])
250 } .
D Artee7os o nee e N Options for a less stringent selection:
252 e R CJ Allow smaller final blocks
end = geneFiles. length; i e
Athes736 ve 254 3 J Allow gap positions within the final blocks

255 for Lint imstartsicendiive) {
1

D Arbre798_annotated.tree 256 [ Allow less strict flanking positions
257 TreeReader read= neu TreeReader (geneFiles (i, TreeReader.N
258 (geneFiles. length>1) {
259 | Systenout.printinlgenetiles il.gethane() + " * i Options for a more stringent selection:
1 260 . i
261 Tree geneTree= read.nextTree(); L ) Do not allow many contiguous nonconserved positions
. . A 263 if o
5s

if Linvert) {
1
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Galaxy se place directement dans le JLFM2

simmons@earth:~/

erm

dth.c

dthh Communication

0L

Communication

WARWK SERVER[CLUSTER

SouthGreen

S bioinformatics platform



Galaxy se place directement dans le JLFM2

= Galaxy

Tools -'- ° = - History C ﬁ' ED
H RD = -

o ‘Clr(]d = [\ ;_—‘-!N?.ﬁ\ @Agro 5

Get Data Copy of 'MADS rice history' shared
Send Data by baptiste.guitton@cirad.fr (active
items only)

37 shown

BASIC TOOLS M:“NUO'nfomaucs ﬁatfom] 9.45 M8 To®

Text Manipulation

Filter and Sort 76: reen statistics
76: Rapgreen statistics
Join, Subtract and Group Welcome to . GALAXY =
Convert Formats 75: Reconciled Newi @ & R
it MLk Our pre-configured and certified workflows 2as out e —
Gene/Protein prediction "l =) 4 [ =
EMBOSS = . ¢ GWAS 5 = ‘g 73: Output phyloxml ® & x
> ' ® E= %)
pe = =
Operate on Genomic Intervals 0] 8 i SNiPlay3 GWAS workflow: Tassel-based 8 g 8 72: Newick AP AR S
Fetch Sequences % o ! GWAS workflow (GLM model) including a oy ©
Genomics » Z H population structure and correction for structure [== = g 71: Pasted Entry ® &S %
(7] $ (Dereeper et al, 2015) T O
Fetch Alignments . ’
Fetch Alianments (ZD N g lj g 70: SouthGreen visualiza @ 4 x
Extract Features ' Input: VCF + Phenotypic tabulated file -g = tion on data 67, data 68,
NGS: Quality Control [ — 69: Get alternative gene @ 4 x
NGS : Mabpin ?3 identifiers on data 66
NGS: GATK Tools 68: Ideven : Identificatio @ 4 x

NGS: GATK2 Tools n of evolutive events ba

J i f sed on syntenic studies ata 66
NGS: SAM/BAM Manipulations on syntenic studies on d.

NGS: RNASeq D 67: Differential expressi @ 4 x
on Genfam on data 66

FRNEsTnUV = 0000 i e i i i i i e i o ) om
] 1
NGS: Small RNAs '/ Inorder to figure out which tools were ! 66: FormatFastalocus T @ ¢ x
h
Bedtools | made available by our team, please activate i ag on data 65
Picard Tools + the "tool search" functionality from the Options [ =
| drop-down and type "southgreen” in the lookup | W SAC RS
SNP ANALYSIS  filter. f on data 64
1 1
< s . RN I >
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Galaxy

Galaxy se place directement dans le JLFM2

= Galaxy

Analyze Data

Utilisable depuis o]

= '; i écirad 2 2INVA n'importe quel poste "'i’f
—— S G connecté a internet =
Send Data \ . by baptiste.guitton@cirad.fr (active
—m'l’mm Acces direct au cluster OUth l' eell i‘:?;:::"’g it

Text Manipulation

Filter and Sort

Join, Subtract and Group
Convert Formats

SEQUENCE ANALYSIS

Gene /Protein prediction
EMBOSS

Operate on Genomic Intervals
Fetch Sequences

Genomics

SNP calling

NGS analyses

Fetch Alignments
Extract Features

NGS ANALYSIS

NGS: Quality Control
NGS : Mapping

NGS: GATK Tools
NGS: GATK2 Tools
NGS: SAM/BAM Manipulations
NGS: RNASeq

NGS: Assembly

NGS: Small RNAs
Bedtools

Picard Tools

SNP A~ """

< Interface et compte
utilisateur indépendants
du poste client

SouthGreen

S bioinformatics platform
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76: Rapgreen statistics W AR

Welcome to . GALAXY
" - 75: Reconciled Newick @ &S X
Our pre-configured and certified workflows
74: Output species @ &S %X
GWAS 73: Output phyloxml @® & %
SNiPlay3 GWAS workflow: Tassel-based 72: Newick ® & x

GWAS workflow (GLM model) including
population structure and correction for structure
(Dereeper et al, 2015)

Metagenomics

Centralisation et
des donné

" Input: VCF + Phenotypic tabulated file

Structural variations

‘Chrom. reconstruction

IUENUIErS VN Udid DO

68: Ideven : Identificatio @ 4 x
n of evolutive events ba

sed on syntenic studies on data 66

67: Differential expressi @ 4 x
on Genfam on data 66

66: FormatFastalocus T @ 4 X
ag on data 65

' SouthGreen

Centralisation et partage .
des démarches ‘

1 65: Format fasta header @ 4 x
R S S ol on data 64

""""""""""""""""" ] >




Galaxy - Vue générale

= Galaxy Analyze Data

. o = cror Histol o8 ED
‘ Clr(]d d [\ i"‘j":l?r?\ aAgro — -

S outhGreen

S~ bioinformatics platform
Welcome to . GALAXY

Our pre-configured and certified workflows

Text Manipulation
Filter and Sort
Join, Subtract and Group
Convert Formats

SEQUENCE ANALYSIS

'4: Output species

Fetch Alignments (Dereeper et al, 2015)

Extract Features

70: SouthGreen visualiza @ 4 x
tion on data 67, data 68,

Gene /Protein prediction (7)) e —
EMBOSS 2 2 i GWAS o E’_}‘ 73: Output phyloxml
N = - 2 =N
- > &)
Operate on Genomic Intervals = . =
Operate on Genomic Intervals s 8 SNiPlay3 GWAS workflow: Tassel-based Bl 2 72: Newick ® &%
Eetch Sequences S = GWAS workflow (GLM model) including o ©
Genomics » 4 population structure and correction for structure =~ =] 71: Pasted Entry ® &%
® @ o B
D (]
z = 3

Input: VCF + Phenotypic tabulated file

- J. Py S
Structural variations

NGS: Quality Control = 69: Get alternative gene @ 4 x
NGS : Mapping 73 identifiers on data 66
NGS: GATK Tools 68: Ideven : Identificatio @ 4 x

n of evolutive events ba

NGS: GATK2 Tools
sed on syntenic studies on data 66

NGS: SAM/BAM Manipulations

NGS: RNASeq 67: Differential expressi @ 4 x
IRRNEsunUV = 000 i e i i i i i i i i om

NGS: Small RNAs . In order to figure out which tools were

] 1
1 1
: made available by our team, please activate :
+ the "tool search" functionality from the Options 1
| drop-down and type "southgreen” in the lookup |
i filter. 1
1 i

Boite a outils Données

SouthGreen
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Galaxy - Vue générale

Chaque programme peut étre configuré précisément

Configuration d'un programme
S

Analyze Data

- = m i |
ols L PhyML , a ML tree builder (Galaxy Version 3.0) ~ Options ‘ History <&
(search tools O) Alignment in phylip format [ search datasets [x)
Get Data [O] @& | O || 76: Rapgreen statistics ¥ ‘ Copy of 'MADS rice history' shared
Send Data Alignment in phylip format by baptiste.guitton@cirad.fr (active

items only)
BASIC TOOLS patyRe 37 shown
Text Manipulation Nuclelc acids - 9.45 MB Z®®
Filter and Sort i
e ans 20n Evolution model 76: Rapgreen statistics
oin, Subtract and Group LACAR
| HKY85 = ‘

Convert Formats

75: Reconciled Newick @ &%

Transition/transversion ratio

SEQUENCE ANALYSIS 7 ‘ 74: Output species @ & %
Gene/Protein prediction
EMBOSS Must be a positive integer, ‘e’ if you want PhyML to estimate it 73: Output phyloxml ® & x
Operate on Genomic Intervals Discrete gamma model " I &7 5%
Fetch Sequences
Use a gamma model v ‘
Genomics 71: Pasted Entry ® &%
Fetch Alignments Number of categories for the discrete gamma model
Extract Features |4 ‘ LsouthGrivn liza @ & x
s tion on data 67, data 68,
NGS ANALYSIS 1 significates no gamma model and data 58
S: Quality Control Shape parameter of the gamma model 69: Get alternative gene @ ¢ x
NGS : Mapping e | identifiers on d:
NGS: GATK Tools ‘e" if you want PhyML to estimate it 68: Ideven : Identificatio @ 4 x
NGS: GATK2 Tools n of evolutive events ba
Branch support sed on syntenic studies on data 66
NGS: SAM/BAM
NGS: RNASeq SHlike:aLRT -] 67: Differential expressi @ 4 x
NGS: Assembl Proportion of invariant sites on Genfam on data 66
NGS: Small RNAs 0.0 ‘ 66: F F. L 5T ® &%
Redtools i ag on data 65
fedionts ; 0.0 to ignore this parameter, ' if you want PhyML to estimate it
Picard Tools 5
Tree topology search operation W @® &%
SNP ANALYSIS on data 64
NNI (Nearest Neighbor Interchange) - ‘
< | HEm— >

SouthGreen
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Galaxy - Acces aux données

Les données peuvent étre chargées depuis votre ordinateur local

Download from web or upload from disk

Regular | Composite

Type (setall): | Auto-detect v Genome (setall): | unspecified (?) b\

£ Choose local file (# Paste/Fetch data Pause Reset Start Close

] : Pour importer depuis
Pour importer depuis
) une autre page web, ou
votre ordinateur

copier-coller

SouthGreen
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Galaxy - acces aux données

Les données peuvent étre chargées depuis des bibliothéques partagées

— g
B Galaxy Shared Data

Data Libraries
én: : Acces aux bibliotheques ek

Workflows

DATA LIBRARIES <« | o > | |showing 5 of Sitems (include deleted =+ | +H~

Libraries / GenFam

Visualizations

Pages
" name |} desd*‘ data type  size time updated (UTC)

|| First Steps folder 2016-05-25 09:07 AM
| GenFam Test Sets ‘est our GenFam analysis workflows with the SPS family folder 2016-05-25 09:06 AM

© [ genome data DO nn éeS p u bl Iq ues folder 2016-07-07 05:34 PM

SIS SIS [S
€ | | & &

0O [ genome data 2 folder 2016-07-07 05:43 PM
O [ TF data folder 2015-07-24 07:39 AM

0 2 » showing 5 of 5 items

SouthGreen
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Galaxy - Historiques des analyses

La notion d'historiques multiples est trés importante pour gérer ses résultats

Saved Histories
History ﬁ'_ ‘

search history names and tags ‘Q

HISTORY LISTS Advanced Search

| Saved Histories =
! ] "] Name

| search datasets

Datasets Tags Sharing Size on Disk Created Last Updated T
| Histories Shared with Me
Copy of '"MADS rice history' sharelz — | Unnamed history |+ 0 Tags 0 bytes Sep 23,2016 Sep 23, 2016
by baptiste.guitton@cirad.fr (actiy ~'* TR ACTIONS
items only) ‘ Create New M Copy of 'MADS rice history' shared by baptiste.guitton@cirad.fr (active items only) « IEI 0 Tags 9.4 MB Jun 20, 2016  Jun 20, 2016
37 shown <
C°py Hnstory M Unnamed history 0 Tags 0 bytes Jun 20, 2016 Jun 20, 2016
9.45 MB & W | Share or Publish
Show Structure 0 bordeaux_phylo_simple |+ |E| 0 Tags 2.2 MB May 24,2016 May 25, 2016
76: Rapgreen statistics @ &
Extract Workflow - | proteique |+ IE IZI 0 Tags 260.9 KB Feb 18,2016 Feb 19, 2016
75: Reconciled Newick @ 4  Delete , _
Delete Permanently M) formation_phylo_nucleique_supagro_2016 0 Tags 1.1 MB Feb 17,2016 Feb 18, 2016
74: Output species @ & DATASET ACTIONS — | formation_phylo_proteique_supagro2016 '+ 0 Tags 807.0 KB Feb 18,2016 Feb 18, 2016
Copy Datasets
73: Output phyloxml @ & ) ~ | Demo galaxy |+ 0 Tags 9.3 KB Jul 23,2015 Feb 15, 2016
Dataset Security
72: Newlck @ , Resume Paused JObS For 0 selected histories: Rename Delete Delete § LI Stes d eS h I StO rl q U eS
e - 7
Collapse Expanded Datasets personnelsl et pu b||eS
71: Pasted Ent @ 4| Unhide Hidden Datasets
alaxy ta
70: SouthG isuali Delete Hidden Datasets S
: SouthGreen visualiza @ i Deleied Dindteis Published Histories Data Libraries
tion on data 67, data 68, : | Hisories |
aﬂd da‘a sa DOWNLOADS 1S?S'TL”STELAEO“{,’OI JﬂL and !agz,\ ‘Q Workflows
Export Tool Citations (oangdonec Visugilzetlons
69: Get alternative gene 1 Pages B
X ory to File Name Owner
Scaffremodler : Structural Variation droc
SNiPlay dereeper
n of evolutive events ba .
sed on syntenic studies on data 66 Genome Improvement : 1. Refinement of scaffold miss-assemblies boundaries droc
67: Differential expressi @ , x Genome Improvement : 3. Performing scaffold fusions droc
on Genfam on data 66 Genome Improvement : 4. Performing scaffold junctions droc
6: Format Fasta Locus T @ , x Scaffhunter : Markers linkage visualization droc
Genome Improvement : 2. Identification of scaffold fusions and junctions to perform on the newly split scaffolds droc
| neen i fallahmanel



Galaxy - Historiques des analyses

| HISTORY LISTS [

| Saved Histories

Histories Shared with Me ‘ Saved Histories

HISTORY ACTIONS

magames and tags

Create New Eanced Se:ch
Copy History i
. Pa nneau d € g eSt ion Datasets Tags Sharing Size on Disk Created Last Updated T
Share or Publish
O | v d history |+ 0 Tags 0 bytes Sep 23,2016 Sep 23, 2016
Show Structure = i X % P
Extract Workflow ] | Copy of 'MADS rice history' shared by baptiste.guitton@cirad.fr (active items only) |E| 0 Tags 9.4 MB Jun 20, 2016  Jun 20, 2016
Delete
7] Unnamed history 0 Tags 0 bytes Jun 20, 2016 Jun 20, 2016
Delete Permanently
DATASET ACTIONS ® bordeaux_phylo_simple |« |E| 0 Tags 2.2 MB May 24, 2016 May 25, 2016
Copy Datasets
) | proteique |+ E”EJ 0 Tags 260.9 KB Feb 18,2016 Feb 19, 2016
Dataset Security -
Resume Paused Jobs | formation_phylo_nucleique_supagro_2016 |+ 0 Tags 1.1 MB Feb 17,2016 Feb 18, 2016
Collapse Expanded Datasets
5 ’ M formation_phylo_proteique_supagro2016  + 0 Taas 807.0 KB Feb 18,2016 Feb 18, 2016
Unhide Hidden Datasets -
Delete Hidden Datasets | | Demo galaxy |« 0 Tags 9.3KB Jul 23,2015  Feb 15, 2016
Purge Deleted Datasets
For O selected histories: Rena Delete Delete Permanently Undelete
DOWNLOADS
Export Tool Citations
Export History to File
OTHER ACTIONS
Import from File

SouthGreen
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Galaxy - Historique des analyses

| HisTORY LISTS \ History @]

| Saved Histories

Histories Shared with Me
HISTORY ACTIONS

Visualiser

Create New
Copy History
Share or Publish
Show Structure

Extract Workflow

Delete

Delete Permanently ,

DATASET ACTIONS 76: Rapgreen statistics Editer les
Copy Datasets meéta-données
LAy ancuny, 75: Reconciled Newick

Resume Paused Jobs
Collapse Expanded Datasets
Unhide Hidden Datasets

74: Output species

Delete Hidden Datasets

Purge Deleted Datasets 73: Output phyloxml

Suppression

DOWNLOADS

Export Tool Citations 72: Newick | | tem poraire
Export History to File
OTHER ACTIONS 71: Pasted Entry

Import from File

La notion d’historiques multiples est trés importante pour gérer ses données et résultats

SouthGreen

S bioinformatics platform



Galaxy - Workflows

Un workflow est un enchainement d'outils paramétrés, ils sont partageables et publiables

[P Galaxy

Tools Workflow Canvas | imported: GenFam : Phylogeny

Paramétrage

search tools

1 2 gy n Exy Version 1.0.0)
e Canvas d'edition
Get Dat / Source file
Send Data Data input 'input' (txt)
Fasta format
BASIC TOOLS i | - - — — —
# MAFFT - | # Fasta2Phylip x @ Data type
Tex' M ’“ ulauon B S e e e T St T ﬁ' [ ‘ Protein - ‘
Filter and Sort | /& Format fasta header X ource e Source file
loin, Subtract and Group Convert these sequences output (fasta) output (txt) | FPhyML x ® mber of es for
2 , | a conserved position
Convert Formats | output_tree (txt) | : @
output (fasta) J L_Alignment in phylip ‘ 51 ‘
- | format \
SEQUENCE ANALYSIS { e Percentage, must be superior to 50
| output_tree (nhx) g il <
Gene/Protein prediction ; ® of es for
EMBOSS | output_stats (txt) a flank position
) E ' 5 .
Operate on Genomic Intervals ST | | | # Gblocks x F RAP-Green x ‘ 52
Fetch Sequences | | = [ ‘
# Format Fasta Locus Tag X source file Gene tree newick source file Percentage, must be superior to the
Genomics output Fasta file minimum number of sequences for a
Fetch Alignments g [ | output_alignment (fasta) Species tree phyloxml source conserved position
> [ file
Extract Features output (fasta) output_stats (txt) > @ i ber Of ¢
output_gene (txt) nonconserved positions
NGS ANALYSIS | |
| [Qinput dataset % output_gene_phyloxm! (txt) ‘ 3 ‘
NGS: Quality Control | p
e output output_species (txt) Any integer
NGS : Mapping
NG ATl output_reconciled (txt) ‘ @ Minimum length of a block
NGS: GATK2 Tools output_stats (txt) > ‘ 3 ‘
NGS: SAM/BAM Manipulations SIS T I B Any integer equal or bigger than 2
NGS: RNASeq @ Allowed gap positions
NGS: Assembly 7 ‘ With half & ‘
NGS: Small RNAs
Bedtools A lon;//Notes
Picard Tools I
SNP ANALYSIS
AlCC: CAID Callines |
£ [ Wil >

SouthGreen
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Galaxy - Workflows

Lors de la construction d’un workflow vous pouvez décider des fichiers qui seront visibles
dans I'historique apres I'analyse

- FPhyML x
‘ Alignment in phylip |

f : - - n
| e | Le fichier apparaitra

| output_tree (nhx) ; dans I'historique aprées
| output_stats (txt) 19, analyse
/ RAP-Green x

Gene tree newick source file

Species tree phyloxml source

file
I O B s I O O O output_gene (txt) ;
E'Dlnput dataset x i output_gene_phyloxm! (txt)
output . output_species (txt) )
777777777777777777 output_reconciled (txt) ' Le ﬁCh,ie.r Sera masqtile
| dans I'historique apres
output_stats (txt) & ( ana|yse

Si rien n’est coché, tout

SOIItI'I Gl‘een est coché !

S bioinformatics platform
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Galaxy, sa place dans la plateforme

Reproductibilité des analyses

Données a analyser Données analysées et explorables

IAnaIyxe Data Workflow Shared Data Admin kN onth Sreen] Home L Tuols | Detolases L TRKIGE |, Downlosds
Bhontorm orm

.South (Dreen'

bioinformatics platform

| Tools | History

écirad T4 Z

‘ search tools va
Recently Used
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