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Research Unit
> INRA unit (French National Institute for Agricultural Research)

> Plant breeding and Genetics Department
> Strong connexions with other plant INRA departments
> URGI Quality Managment System (QMS) certified iso 9001:2008 since 2012

Bioinformatic platform
> Member of the French National Network of Bioinformatic Platforms
> Member of the French Bioinformatic Infrastructure (IBF)

Research
> Data integration
> Genome structure and dynamics
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Bioinformatic platform missions
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¢ INRA projects

* ANR projects
e EU-FP7 projects
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Maintaina ¢

repository for

plant and pest
genomic and
genetic data
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collaborative )
projects

eGrapevine (IGGP), Wheat (IWGSC)
*Botrytis, Leptosphaeria
*INRA research programs

Develop an
Information System
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e Databases design
* Annotation pipelines
¢ Data mining tools
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DATABASE
K Database, Vol. 2013, Article ID bat058, doi:10.1093/database/bat0s8

 https://urgi.versailles.inra.fr/gnpis
Database tool

GnplS: an information system to integrate
genetic and genomic data from plants
and fungi

Delphine Steinbach, Michael Alaux, Joelle Amselem, Nathalie Choisne, Sophie Durand,
Raphaél Flores, Aminah-Olivia Keliet, Erik Kimmel, Nicolas Lapalu, Isabelle Luyten,
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Daphné Verdelet and Hadi Quesneville*

INRA, UR1164 URGI - Research Unit in Genomiks-infa INRA de Versailles, Route de Saint-Gyr, Versailles, 78026, France
*Corresponding author: Tel: +33 13083 30 08 Fax: +33 1 30 83 38 99; Email: hadiquesneville@versaillesinra fr
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Gtation details: Steinbach D, Alaux M, Amselem J, et al. GnplS: an information system to integrate genetic and genomic data from plants and
fungi. Dotabase, Vol. 2013, Article 1D bat058, doi: 10. 109 3da tabas ebat(58

Data integration & a key challenge for modern bioinformatics. It aims to provide biologists with took to explore relevant
data produced by different studies. Large-scale international projects can generate lots of heterogeneous and unrelated
data. The challenge is to integrate this information with other publicly awailable data. Nucleotide sequencing throughput
has been improved with new technologies; this increases the need for powerful information systems able to store, manage
and explore data. GnplS is a multispecies integrative information system dedicated to plant and fungi pests. It bridges
genetic and genomic data, allowing researchers access to both genetic information (e.g. genetic maps, quantitative trait
loci, markers, single nucleotide polymorphisms, germplasms and genotypes) and genomic data (e.g. genomic sequences,
physical maps, genome annotation and expression data) for species of agronomical interest GnplS i wsed by both large
international projects and plant science departments at the French National Institute for Agricultural Research. Here, we

I N?A illustrate its use.
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% Integrative database == INRA

- | = Genetic
Polymorphisms Resources
Genome Germplasm
chado Organism

i Ontologies

Aster

< --=p Xref
‘ Interoperability pivots
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GnplS architecture
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GnplS architecture

External
DB
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" enetic
ol romorins R S Interfaces
Genome : Germplasm
chado - Organism
.
BioSegFeature 0o Ontologies
H

Aster

SNP, Maps,
Genetic
ressources,
phenotypes,
expression, ...
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Navigation

[

§ Intermine
g Biomart
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@ QUICK SEARCH
@ ADVANCED TOOLS

Documentation n

@ USER GUIDE
@ NEWS
@ RELEASE NOTES

g
3

@ DATA SUBMISSION

@ ARRAYS

@ GENOMES

@ TAXONS

@ GENETIC MAPS

@ SEQUENCES

@ POLYMORPHISMS

@ PHENOTYPES

@ GENETIC RESOURCES
@ PLANT SYNTENY

Genomes
Genome annotation data. GnpGenome.

Taxons
\ Taxonomic data.

All species v . ‘) Sequences

NGS projects description. GnpSeq.
VVIFS2 | sugmrT |
You can find the indexed data list here. .

Examples: VVI, VVIF52, gene, arabidopsis,
AY108603, Xwmc430

Genetic maps
Genetic maps and QTLs. GnpMap.

Polymorphisms
Molecular polymorphism. GnpSNP.
Phenotypes
Phenotypic and environmental
experiments. Ephesis.
Genetic resources
Plant genetic ressources data. Siregal.

ADVANCED TOOLS
BIOMART GALAXY
INTERMINE
Arrays
R Expression data. GnpArray.

https://urgi.versailles.inra.fr/gnpis 010
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9g Hybridization results

s & sis:
Annotate Restriction Sites -] _configure... | Go

=] «< ‘[ Show 10kbp = Jll’gﬂlp

L Dsplay| ] resuts por page

e e

34 tems found, disgiying 110 10
wi0123m
= brdctg 2033
= “m 1gapN:198; rgaoh:549
Gene (Manual curation)

CDS (Eugene prediction)
B\:NN mszw 4 BofuTd 1146250 .1 wﬁmsz&u m':.'"m.l

mage R SOV
iy T gy Description Experiments Array name  Designname  Blo materials Protocol acquisiion det lilmmmmﬂ
# | 1| 30102003 | T4_MM3_HO01003 |STUDY OF BOTRYMS ¥ @, BC2002 26BBCARRAY_MAIG? T4 M M301003 HYBRIDPROTOCOL BC THI “"“’;"
® | 2 | 10072003 T4_MM3L_H100703 | STUDY OF BOTRYTIS ¥ @, BC2002_4B BCARRAY MAIO2 T4_MM3 100703 HYBRIDPROTOCOL BC_THY A"_‘;“,"
Access 0
L] 3 210772003 | T4_MM3_H210703  STUDY OF BOTRYTIS ¥ BC2002_IC BCARRAY_MAIO2 T4_MM3 M210703 MYBRIDPROTOCOL BC_TH1
Searches ey & u s
® | 4| 20102003 | T4 MMOL_HT103 | [STUDY OF BOTRYTIS W1 @, [HC2002_24C BCARRAY. MAI2 T4 M3, M274003 HYBRIOPROTOCOL G, Ty ACCessd
Jngss »
# | 5 | 10102003 | T4 MMI_H101003 [STUDY OF BOTRYTS ¥ @, BC2002 25BBCARRAY MAIG2 T4 MY MI01003 HYBRIDPROTOCOL BC THI “”“‘;}“ g Fungal
# | 6 | 07102003 T4 MM3LHOTI003 | STUDY OF B
# 7| 0102009 T4 Sisery KI0I003 STUDY OF B
# | 8 10102003 T4 Sisked HIO1003 STUDY OF B
* MAP2RIL : 1+ MAPSF2
Large crops Model plants

"

SNP card I \%

Lot

Add all lots from the
collections. PLUM_NATIONAL_COLLECTION

Add lots from taxon

Add lots from
accession

[SNP details |

Name : | 2228729

P [ T E— )

Source : | dbSNP

[internal references

Database Refere:
Rice and Arabidopsis Genome Browser| — SNP name (52228729
TAIR v.7 G.Browser with SNPs dsta | SNP name 152228729

| External references

Lotid Lot number Taxon [Database | Reference name [Reference value|
123 P0038-E13 Prunus domestica L. >
124 P0062-D1 Prunus domestica L. > [sne
125 P0068-011 Prunus domestica L. >
126 P0072-E8 Prunus insititia L. > %%
127 P0107-I5 Prunus domestica L. >

Ty

SNP sequences

S flanker on ret.seq. : | 22222 011

3 flanker on refseq. | ~ren.
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"~ SCIENCE & IMPACT

Genome annotation pipelines

Transposable Elements (TEs)
Detection & Annotation Pipelines

REPET package
http://urgi.versailles.inra.fr/Tools/REPET

* TE identification (de novo) Pipeline TEdenovo (Flutre et al, 2011)

Genomic sequence
Repeat search(~all-by-all blast)
ATTGCTCGTA BLASTER (Quesneville et al. 2003)
kel Il GTGCTA
. . 't ATCGC-=-TA
High Scoring Pairs i s
o Z:E't::fc";;‘ T— RECON (Bao and Eddy 2002)
Clustering | <t e oo GROUPER (Quesneville et al 2003)
GTCCTA—CTT- PILER (Edgar and Myers 2005)
TE families RcrTors
Mulfiple MAP (Huang 1994)
alignments MAFFT (Katoh et al 2002)
Multiple alignments
oflrepeats
Consensus T b TEclassifier/reconciler

« TE annotation (knowledge based) Pipeline TEannot (Quesneville et al. 2005)

Consensus sequences of REPEATMASKER (Smit et al.)
known TEs BLASTER (Quesneville et al. 2003)
Similarity search CENSOR (lurka et al. 2005)

MATCHER (defragmenter/combiner)

T———{"HETH ™ +— 7 (Quesnevile et al. 2003, 2005)
. SSR search TRF (Benson 1999)

MREPS (Kolpakov et al. 2003)
_-_._-'-:_D_ REPEATMASKER (Smit et al.)
‘ Spurious hits removal
—i—i—.ﬂ—D— rmSpuriousHits (Quesneville et al. 2005)

Q Fragment connection

i i long_join (Quesneville et al. in prep)

elem@versailles.inra.fr 014



Genome annotation pipelines

Gene prediction
Eugene (Species training @ URGI)
http://eugene.toulouse.inra.fr/

ab initio [ intrinsec methods: training required

Signal prediction Content analysis Gene finding

FgenesH (populus

SpliceMachine

lem@versailles.inra.fr 015



Genome annotation pipelines

2lem@versailles.inra.

Gene functional annotation

Blast similarities

@ PROCEN DA BN fLR

oo

rpsBlast
Conserved domains

.
Cantarved
M= ==

KOG

Protein domain identification

InterProScan

Coils, Patternscan, Profilescan,
Scanregexp; seq

nteftPro  © |

Localization
Targeting

®

SignalP
TargetP



Genome annotation: dataflow and interoperability

SCIENCE & IMPACT

Pipelines
TE detection (REPET, http://urgi.versailles.inra.fr/Tools/REPET)
Gene prediction (Eugene, http://eugene.toulouse.inra.fr)
Functional annotation (FunAnnotPipe)
Refinement analyses (mapping EST, proteins)
Comparative genomics

Data warehouse

Fast display

joelle.amselem@versailles.inra.fr 017



Genome annotation: dataflow and interoperability

Annotation pipelines :

- TE detection
- Gene prediction

- Functional annotation
- Refinement analyses

1

Data warehouse

SCIENCE & IMPACT

2}{3@ Ref =scaffold

Flle - Ae -

%mi

Ref = Predicted protein

HINA

i 01 X X

i SuparConty 3.1, ety 0012 kel 188, it 0263 i 0 g
g 011 838, 429, BoTA TIGAGED 1 BT POOOI2D 1, BT |
Bl BT _PO0iEe0 1, BoTe TOUE3S 1, B0T4_GO5

Botrytis cinerea T4 automated functional gene annotation: Vue de 752 bp depuis BofuT4_P000020.1, positions 1 &
753

Synteny between genon%%%lm

Synteny between Botrytis cinerea T4/B05.10 and Sclerotinia sclerotiorum
MERCATOR/MAVID based Clustering and alignments

Brower | Selet Tracks _Custom Tracks P S}

LV%RG,

eeeeeeee

Fast display

*BEAEHEC0D 10best i

MySQL

Alignment data

joelle.amselem@versailles.inra.fr
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Genome annotation: dataflow and interoperability

SCIENCE & IMPACT

. o 2}{@ Ref = supercontig BN
Annotation pipelines : 4T

0 60 1, Sty 01980, [ e moe -
2 1 ey 05 Bty OUB 1 200
2 1 Dt P i 0

ST T BT GO

- TE detection T e S
- Gene prediction ‘ o 4 Ref = Predicted protein A

- Functional annotation
- Refinement analyses

Botryts cinerea T4 automated functional gene annotation: Vue de 752 bp depuis BofuT4_P000020.1, positions 1 2
w75

s | ot ks Cuton ks _Prerences

- EBRG' Synteny between genomes %Im

Synteny T4IBO.10 and

L3 1 i MERCATORIMAVID based Clustering and alignments.

1oz s ‘

[ Q= [soaoml] -

Data warehouse Fast display

; I
Homepage GnpGenome FunAnnot Browser Blast Downloads

Botrytis cinerea T4 GRS

Functional annotation

BofuT4P143000035001

+ Gene Identifier

GRS
Genome Report System

+ DbXrefs

+ Domain/Motif (Interproscan results)
+ Localization / Targeting

+ Predicted function

+ Blast based analysis

+ Other analysis

+ Functional Gbrowse

+ Structural Gbrowse

4 Genome Mapping at gene locus
+ Current manual annotation
+ Ortholog

Link to edition

) < soooc
Dzpe gRpoma P —

joelle.amselem@versailles.inra.fr 019



zu

Chado

Annotation pipelines :
- TE detection

- Gene prediction

- Functional annotation

- Refinement analyses

SeqFeature:Store

Zwu«m
oo Goptenome ot rowr it
Botrytis cinerea T4 GRS
Functional annotation
BoiTipLES

SCIENCE & IMPACT

Downloads

Apollo : manual structural edition

btdctg_0006 Botryts fuckeliana
File Edit View Tiers Analysis Bookmarks Annotation Window Links Help

BofuT4_TO00580.1

BofuT4 TOOOS70.1 BofuT4 To00620.1
$ 5000 10000 15000 20000

BoluTa_TO00S60.1

Position|” C

zoom (x10) (Cx2 ) (x5 x1 Reset ) Zoom factor = 10000 Botrytis fuckeliana:btéctg_0006:1-26638
Tipe Name Range Seore
uniprot_trembl _|blastx_uniprot_tre... 21835-19697 0.0 Putative unchar:
uniprot_trembl _|blastx_uniprot_tre... 21820-19763 0.0 Genomic... Gen
[~ FNG30_prot__ blastc FNG30_pro.. 21613-19760 0.0 21820-1...2058
FNG30. blastx FNG30_pro... 21766-19763 0.0

uniprot_trembl_|blastx_uniprot tre... 21613-19763 0.0
NG30_prot__ blastx FNG30_pro... 21613-19763 0.0

Position 1959 Feature | Action |

+ Gono ontor
+ Dbkt

+ Domaint(orprosan el
+Localzaton  Targeing
+Precced funcion

++Blst bosed anaysis

“+ Other nalyds

GRE : manual functional edition

+ Stucturl Ghrowse

= Functional edition Mapping at gene locus
el ataion
Gene ID: BouT4P 143000035001
Gene Name:
BouT4_POS0740.1 [ «add 2
Synonym: BoT4P1221090740001
BouT4P143000036001 _ ~|| Delete>> -
PHID:

Functional validation .
s Not validate O Validate

Evidence Code : DA
Gene function:
Comments:

Search ontology by term or D (for his enter only number) :

Gene Ontology: <<Addall
|| Deleteall > -

Cancel

o~

020



SCIENCE & IMPACT

Allspecies o amse suBMT

Annotation pipelines :
- TE detection

- Gene prediction

- Functional annotation

- Refinement analyses

| Bolrytis (80510) functional | Bolryts(14)fnctional | Botryts (14) genome

‘ Leptosphaeria genome ‘ Leptosphaeria functional H Poplar genome ||~ Sclerotinia functional

‘ Vitis (12X) genome. ‘ Wheat 38 genome

EST samples (1142)

8016301
FO12888
AF012880
8042270
AF038586
AFQ3858S

ER Quick search T —
R Lucene™ pased
. B SeqgFeature:Store

ZVlfG\

GRS Iz WMWB - mma.:mr . = b
IS cinerea

Genome Report System

Advanced search

+ Gon ldnior

Biomart

+ Domainlot terproscan el

{ Galaxy
Data mining
and analysis

35-19657
19753
2151319780

5515763

- Intermine
Data
integration elem@versailles.inra.fr 021



259 From =GBrowse Rt EUUEE LI R

=]
Botrytis cinerea T4 genome annotation: 13 kbp from
bt4_SupSuperContig_110r_56_1:216,500..229,499

Browser | Select Tracks Custom Tracks Preferences

| Search
Landmark or Region:
\bt4_SupSuperContig_11 Search
Examples: bt4_SuperContig_0_1:40000..60000,
bt4_SuperContig_0_1:380000..390000, bt4_SuperContig_63_1, btdctg_0012, ((Annotate Restriction Sites +) Configure... ﬂ
btdctg_0198, btdct(
BofuT4_T004650. BofuT4_T146250.1
BofuT4_P001590.| Feature Infos :
Data Source Length 1566 < ‘ ‘ |
(Botrytis cinerea 74| Ref. start eng Dt4-SuUPSuperContig_110r_56_1: scrolizoom: << </ (Show 13kbp %) 2 *” [ Fiip
: " 215944.217509
| Overview

bt4_ cds_length 1566
q((—-i.i. quality regular

| Region GnpArray
120k 13 Gene Report
H‘Details ooo1| Gene Domain Browser

Zoom to this feature |
Detailed Report

1248k 111111 247 P 223k 224k 22 226k 22 22 2
*BEREAHBECDS( prediction)
BofuTd_T146250.1 BofuTd_T146260.1 BofuTd_T146280.1 BofuTd_T1462%0.1 BofuTd_T146300.1 BofuT:
BofuTd_T146270.1
- —
EEROA-HE Nlmblo%on oligos
o000 oo o oo o oo o oD oo o oo oo oo MO O O o =] o Doo o Qe
aa = o =] =l =] o ”
(=] =] o L)
(=]
B E @ A H B Gene (Eugene prediction
BT R S-S — et = —

E EH [ A - B B. cinerea EST contigs (Sim4)

EEERA-HA Fungd grotdn 10 best hits glatx)
] —

i LR O L A TR LY FE PR P



...to Gene

Domain Browser

SCIENCE & IMPACT

Feature Infos :
Length

Ref: start..end
cds_length
quality

GnpArray
Gene Report

BofuT4_T146250.1

1566
bt4_SupSuperContig_110r_56_1:
215944.217509

1566

regular

Gene Domain Browser
Zoom to this feature
Detailed Report

Botrytis cinerea T4 automated functional gene annotation: 520 bp from BofuT4_P146250.1:1..521

Browser | Select Tracks Custom Tracks Preferences
Search
Landmark or Region:

BofuT4_P146250.1:1..5 Search

Examples: BofuT4_P000020.1, BofuT4_P000570.1, BofuT4_P015510.1,
BofuT4_P000200.1.
Data Source
((Botrytis cinerea T4

D: Decorated FASTA File $ Configure“.| Go

Scrolizoom: << <

22 - Fip

(Show 521 bp %

d functional gene annotation 0]

Region|

‘Details

 Fovorevsen]

BofuT4_P146258.1: 521 bp 200 bp , }
100 200 3% % =5
e B 5 B 3 H E coils
% B 8 B 3 - B FPRINTScan
— —_——

e B 5 ) 2 1 E gene3d
e B 6 5 3 H B HMMPanther

_-PBPoPBdAi il i b  tihBi}j aA4*4Ai’‘''ii e i ENBGiiinoiinaiM _Ee——— —

I — —— | —

‘iIIHHIHMH-n

i EIE9E @ - B CDD 10 best hits (rpsBlast)

i B9 E @ - B Swissprot 10 best hits (Blastp)

Select Tracks | Clear highlighting

Gbrowse: functional domains, Motifs

joelle.amselem@versailles.inra.fr 023



2%'\"3 ...to gene report

BofuT4_T146250.1 E

Feature Infos :
Length 1566

Ref: start..end 215944.217509
cds_length 1566
quality regular

GnpArray

Gene Report

Gene Domain Browser
Zoom to this feature
Detailed Report

bt4_SupSuperContig_110r_56_1:

Genome Report System

BofuT4_P146250.1

I

+ Gene Identifier

4 DbXrefs

= Domain/Motif (Interproscan resulits)

| Analysis | Domains _[BeginEndlLengthl ___________ GeneOntology ___________[Cross Ref| InterPro |
HMMPfam PF07690 38 432 395 G0:0055085 transmembrane transport o IPR011701
HMMSmart no results
HMMTigr no results
PTHR10074:SF57490 520 31 none
PTHR10074:SF57275 443 169 none
PTHR10074:SF57 32 228 197 none
HMMPanther o7y iR10074  4%0 520 31 none
PTHR10074 275 443 169 none
PTHR10074 32 228 197 none
superfamily SSF103473 21 512 492 none
coils no results
gene3d no results
seg no results
profilescan PS50850 34 517 484 none
PRODOM no results
G0:0015520 tetracycline:hydrogen antiporter activity --->
G0:0015904 tetracycline transport e
e R Ry G0:0016021 integral to membrane > IPRO01411
GO:0046677 response to antibiotic e
GO0:0046677 response to antibiotic o
GO:0015520 tetracycline:hydrogen antiporter activity --->
FPRINTScan PR01036 127 147 21 G0:0015904 tetracycline transport - IPR0O01411
G0:0016021 integral to membrane >
G0O:0015904 tetracycline transport >
OMAANACAN (nbtnmenl ba vnnmalhenmenn -~
joelle.amselem@versailles.inra.fr 024



.to transcriptomic data

Feature Infos :

Length 1566
) bt4_SupSuperContig_110r_5 Log in
Ref-start.end 55944 217509 _
cds_length 1566
quality regular
GnpArray ﬁ (ATl species
Gene Repor - m—
Gene Domain Browser
Zoom to this feature WESSRE
Detaied Regor
@ CONTACTS
@ TAXONS
@ PROJECTS

@ EXPERIMENTS

@ HYBRIDIZATIONS
@ ARRAY DESIGNS
@ PROTOCOLS

@ PROCESS

@ GENE LISTS

Documentation |

@ USER GUIDE

e FAQ

@ GNPARRAY NEWS
@ RELEASE NOTES

@ DATA SUBMISSION
S o

SCIENCE & IMPACT

GnpArray / Gene - BofuT4_P146250.1

GENE DETAILS
Name : BofuT4_P146250.1
BofuT4_P146250.1 0

Associated sequences :

ASSOCIATED GENE LISTS

Bc1 - In planta Unchanged (Botrytis-B0510 : in vitro vs in planta[sunflower] 48h)

Bc2 - deltaBcYOH1 Unchanged (Botrytis B0O510 : WT vs deltaBcYOH1 on solid grape juice)

Bc3 - deltaBcVEL1 Down (Botrytis BO510 : WT vs deltaBcVEL1 in planta [French bean] 48h)

Bc4 - deltaBcLTF1 Unchanged [in darkness condition] {Botrytis B0OS10 : WT vs deltaBcLTF1, on solid CM in darkness)

BcS - deltaBcLTF 1 Unchanged [in light stimulus condition] {Botrytis B0510 : WT vs deltaBcLTF 1, on solid CM with a light
stimulus )

Bc6 - Light Unchanged [in WT background] (Botrytis B0510 WT : dark vs light stimulus, on solid CM)

Bc7 - Light Unchanged [in deltaBcLTF1 background] {Botrytis B0O510 deltaBcLTF 1 : dark vs light stimulus, on solid CM)

ASSOCIATED REPORTERS

botrytisP00148361
botrytisP00148362
botrytisP00148363
botrytisP00148365
botrytisP00148366
botrytisP00148367
botrytisP00148368
botrytisP00148369
botrytisP00148370

NORMALIZED DATA

FOLD

Gene list CHANGE Normalized_Variance pVALUE

Bc1 - In planta Unchanged (Botntis-B0510 : in vitro vs in plantalsunflower] 48h) 1.3000 0.6000 0.0024

Bc2 - deltaBcYOH1 Unchanged (Botrytis BO510 : WT vs deltaBcYOH1 on solid 1.9307 - 0.1604

qarape juice)

Bc3 - deltaBcVEL 1 Down (Botrytis BO510 : WT vs deltaBcVEL1 in planta -4.0699 - 0.0288
French bean] 48h)

Rod AﬁnJTEiI 4 ROLAD _ AN ‘l‘lw\ nﬁh

GnpArray:Gene card

joelle.amselem@versailles.inra.fr 025



Synteny: Mercator + Mavid based pipeline

pIne

Orthologuous
cluster

J101BJJIIA

Genomes B (| Annotation
Load

sequences il || files
(multifasta) (GFF)

joelle.amselem@versailles.inra.fr 026



Leptosphaeria complex synteny
MERCATOR/MAVID based Clustering and alignments

.
PPLOSL Prid specie 0 DIE S

mSearch
Landmarik: Genome % Search: .
(i Superamia 637 1455 Seach | vt | — A
Angned Species:
- _omn9 « Donss - _wais - B35 » -lbcngd « .zt
Data Source :
(s"""' T . 3] Theee Jpanei Click to show all species In coe pandt
o Overview
- b3.5, Ibcn65

Digicoosa sl 5 T T

TN m I . - fmm - ' - e . EE e . " "

' L lrl. ' ‘ 1‘ LI ) ll‘l " ' LI llll‘

Leb 1 B scaf foloooold

- IbcnB4, Imaculans _nztd
[Tmscutans

- omr1s,

" e e e e
] %

Insou Lane_oner 19
B W
L e ot ) Teem

Lema_OrFd_scaf fol 900072
o

NINTTITT ]

SCIENCE & IMPACT

027
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=N | FEEDBACK

Genomes DBs: Chado: 8; MySegFeature: 5; BioDbGFF: 5

(o]l @ 7.\ {a Sl All species

VVIFS2 | susm |
You can find the indexed data list here.

Examples: VVI, VVIF52, gene, arabidopsis,
AY109603, Xwmc430

joelle.amselem@versailles.inra.fr 029



Quick Search Results: structural annotation

General information ‘ ’ Botrytis (B0510) functional H Botrytis (T4) functional [ =it ok ik e il

Leptosphaeria genome ‘ ’ Leptosphaeria functional H Poplar genome H Sclerotinia functional ‘

Vitis (12X) genome H Wheat 3B genome ‘

Features (777

WW R W File - Help

bt4 SuperContig 0 1 ... o ) )
= Botrytis cinerea T4 genome annotation: 1.91 kbp from bt4_SuperContig_0_1:283,677..285,587

bt4 SuperContig 0 1 ... ~ " Browser | Select Tracks Custom Tracks _Preferences
bt4 SuperContig 0 1 ... « = -

bt4d SuperContig 0 1 ... « %

bt4_SuperContig_0_1: 2 Search

Examples: bt4_SuperContig_0_1:40000..60000, btd. SuperComlg 0_1:380000..390000, _ -
bt4_SuperContig_63_1, btdctg_0012, btdctg_0198, btdctg_02! ((Annotate Restriction Sites 4] Configure... | Go
btdctg_0106:12010. 22010 btdctg_0111:3858..6529, BofuT4 T0046501

bt4 SuperContig 0 1 ... w5 BoluT4_P000020.1,BouT4_PO00S70.1, Bl o )
- BofuT4_T005350.1, BofuT4_G005380.1. Foature Infos -
3 5 Data Source SRR S y e by
bt4 SuperContia 0 1 ... «  Bct 1 e T e SR Length 1911 _ K< Show 1.011kbp &) 2 [ Fiip
R T DvervEw] Ref:start.end btd_SuperContig_0_1:283677..285587
bt4d SuperContig 0 1 ... « bt4_SuperContig_0.1 ods_length 1815
& 10:0k quality regular “'* Mi* soi)k
btd SugelConm 01 ... w5 Region ) ) ) X GnpArray " : . ; : " : :
100k 200k 210k | 220K Gene Report bk~ 310k 320k 330k 340k 390k 360k 370k 380k
Details  Fovororern Gene Domain Browser
12345678910 » | 777 items found, dis|| { Zhom e s el i )
________ o pabee B 4 etaile epo!
28k \ P 285K
| *mm@@HECDS (Eugene p \TJ
wn_wﬁ“‘zs&.1 N ]

* B ER@HHBEGene F"l'“. :ndletlonl
* BB @ E H E B. cinerea EST contigs (Sim4)

% B & @ B H B Fungal protein 10 best hits (B
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Quick Search Results: functional annotation INRA

General information H Botrytis (B0510) functional ’ Rkl o8 Botrytis (T4) genome

Leptosphaeria genome H Leptosphaeria functional H Poplar genome H Sclerotinia functional

Vitis (12X) genome H Wheat 3B genome ’

h
Homepage GnpGenome FunAnnot Browser Blast Downloads

Botrytis cinerea T4 GRS

Features (748

BofuT4 P021730.1 & W W %
BofuT4 P001150.1 "
BofuT4 P121170.1

Functional annotation

BofuT4_P021730.1
BofuT4 P101510.1 .
BofuT4 P064960.1 5 5 + Gene Identifier
BofuT4 P066270.1 w w W W + DbXrefs
BofuT4 P045740.1 w W W W = Domain/Motif (Interproscan results)
BofuT4 P140650.1 w w W | Analysis [Domains[BeginEndlLengthl  Gene Ontology ______[Cross Ref| InterPro |
> & HMMPfam PF05224 175 338 164 none
BofuT4 P132610.1 w W W W HMMSmart no results
= HMMTigr no results
BofuT4 P035290.1 w W W W HMMPanther no results

G0:0003700 transcription factor activity --->

superfamily SSF49417 90 340 251 50:0045449 regulation of transcription —> IPR008967
12345678910 » » | 748 items found, displaying 1 to 10 | Display | { Eiicolls no results
________ - gene3d no results
seg no results
profilescan no results
PRODOM no results
FPRINTScan no results
pattemscan no results

-->: Genes sharing the same GOID
+ Localization / Targeting

+ Predicted function
Joel le.amselem@ + Blast based analysis
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Dataset
[None selected]

v - CHOOSE DATABASE -

Genetic maps (markers, Qtls), Polymorphisms (snps, genes), Genetic and Phenotype resources with Genes annotations
Grapevine 8x, stuctural annotation with Genetic maps (genetic markers..)

Grapevine 12x, stuctural and functional annotation with Genetic maps (genetic markers..)
Wheat, stuctural annotation with Genetic maps (genetic markers..) and Polymorphisms (snps)
Arabidopsis Thaliana TAIRV10, genes functional annotation

Zea mays ZmB73, genes functional annotation
nocarpa. aen 1 Ong nno ol

- . o New |[ @ Count |[mm Resuns
Sclerotinia sclerotio

Leptosphaeria macy| Dataset 2137 / 366639 Entries
Botrytis_functional _annotation

Feature Type : signal_peptide
Start > : 30

Program : signalp

Start<:1

End <:30

Analysis source name :

Populus trichocarpa, genes functional annotation

poly _ip _anr
Attributes

Reference Feature
Feature Type

Start (-1)

End

Program

Library

HIT

Description

Analysis source name
DB Xref DB

DB Xref Accession
Ontology Term

Botrytis cinerea T4, genes functional annotation
OTry are

Please restrict your query using criteria below

@ Feature

Reference Feature (% for Wildcard). Example:

BofuT4_P0O001%

Y

Feature Type

) Feature Name (% for wildcard). Example:BofuT4_P009%

«

«

Feature Location
Start <

Start >
End <
End >

HIT (%% for wildcard). Example: 3b95_%

Description (%6 for wildcard). Example: scEuchromatic%

Ontology Term (2% for wi d). E le: ki o

Program

Analysis source name

1 DB Xref DB

1 DB Xref Accession (% for wildcard)

match
polypeptide
polypeptide_domasn
signal_peptide

tide

—Start<2
= End<30

signalp

polypeptide_iprscan_annotation
polypeptide_vs_Cdd_profiles
polypeptide_vs_Kog_profiles

polypeptide_vs_kega
polypeptide_vs_pdb

DE:PFAM
DE:PIR
DE:PRINTS
DE:PRODOM
DB:PROFILE

0

W URL |[ @ XML |[ & Per @ Help

>

>



biossss

mart

Ontology Term

[ X J
N
L UXGI
r 7 : ”
Dataset 2137 /366639 Entries | E*POrt &l results to ([File 2)(TSV_13) O Unique resuls only
Botrytis_functional_annotation Email notification to

Filters
Feature Type : signal_peptide | \iew 10 :lrowsas| HTML 2! o) Unique results only
Start>: 30 - . . i . —
Program : signalp R;::'l:?:e Feature Type sﬁ:;' End | Program | Library | HIT | Description Analysis source name DB Xre! DB AE;::;
Start <.‘1 BoluT4 PO00030.1 | signal_peptide | 0 25 | signalp | model Signall_’ polypeptide_pracan_annolation | GFF_source | signalp
End<;3° BeluT4_PD00070.1 | signal_peptide |0 18 |signalp | model | SignalP polypeptide_iprecan_annotation | GFF_source | signalp
Analysis source name : | | BotuT4_P000200.1 | signal_peptide [0 18 [signalp | model | SignalP polypeptide_iprscan_annolation | GFF_source | signalp
polypeptide_iprscan_annotatior| 5073 p000210.1 | signal peplide |0 19_|signalp [ model | SignalP polypeptide_iprscan_annolation | GFF_source | signalp
Attributes BoluT4_PDD0260.1 | signal_peptide |0 19 [signalp | model | SignalP polypeptide_iprecan_annotation | GFF_source | signalp
Reference Feature BoluT4 _PODO270.1 | signal_peptide | 0 19 | signalp | model | SignalP polypeptide_iprecan_annotation | GFF_source | signalp
Feature Typ o BoluT4 _P000290.1 s:»gnal,peplfde 0 1Z sfgnalp moded Sgnalg polypepode_pfscan_amotau:on GF:_source signalp

BoluT4 _PO0O390.1 | signal_peplide |0 17 | signalp | model | SignalP polypeptide_prscan_annolation | GFF_source | signalp
Start (1) BoluT4_POD0440.1 | signal_peptide | 0 19 | signalp | model | SignalP polypeptide_iprecan_amnolation | GFF_source | signalp
End BoluT4 PODOS90.1 | signal_peptide | 0 3 signalp | moded | SignalP polypeptide_iprscan_annoltation | GFF_source | signalp
Program —
Library
HIT
Description
Analysis source name
DB Xref DB Results
DB Xref Accession




bioziismart EI query on functional annotation

Dataset 2137 / 366639 Entries
Botrytis_functional_annotation
Filters
Feature Type : signal_peptide
Start>: 30
Program : signalp
Start<:1
End<:30
Analysis source name :
polypeptide_iprscan_annotatior
Attributes

Reference Feature
Feature Type

Start (-1)

End

Program

Library

HIT

Description

Analysis source name
DB Xref DB

DB Xref Accession
Ontology Term

Export all results to (File )TV %) © Unique results only
Email notification to

View [ 10 Irows as| HTML l 1 Unique results only

B Botrytis cinerea T4 GRS

BoluT4 P000030.1
BoluT4_PO0OOTOT
BoluT4_P000200.1

[BolTe PO2I0T Functional annotation
Link to GRS

fuT4_P000390.1
BoluT4_P000440.1

BofuT4_PO00210.1

| BoluT4_PO00GB0.1)
+ Gene ldentifier

+ Domain/Motif (Interproscan results)

= Localization / Targeting

M Signal Peptide CutOffiMitochondrion CutOff
targetp 1 19 19 Socutorypdhmya 0.301

signalp 1 19 18

‘tmhmm  Not result

+ Blast based analysis

+ Other analysis

+ Functional Gbrowse

+ Structural Gbrowse

+ Genome Mapping at gene locus

+ Current manual annotation



JERHUER for GnplS interoperability

Dataset v - CHOOSE DATABASE -
[None selected] Genetlc maps (markers, Qtls), Polymorphlsms (snps genes) Genetlc and Phenotype resources with Genes annotations

Arabldop5|s Thallana TAIRVlO, genes functlonal annotation
Zea mays ZmB73, genes functional annotation

Populus trichocarpa, genes functional annotation

Populus trichocarpa, genes functional annotation V2.0
Botrytis cinerea T4, genes functional annotation

Botrytis cinerea BO510, genes functional annotation
Sclerotinia sclerotiorum, genes functional annotation
Leptosphaeria maculans, genes functional annotation

joelle.amselem@versailles.inra.fr 036
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::::nwart

for GnplS interoperability

vitis 12x v

Grapevine 12x, stuctural and functional annotation with Genetic maps (genetic markers..)

SCIENCE & IMPACT

[Genetic maps (markers, Qtls), Polymorphisms (snps, genes), Genetic and Phenotype resources with Genes annotations] Genetic maps VITIS ¥

D New ﬁcoum M Resuilts

W URL || xmL || 8 Perl || @ Help |

Dataset
vitis12x
Filters

Feature Type : Program :
microsatellite:Markers

| Attributes

! Brogram Qualifiers Value Start End GnpMap) Gn pMa p)
: Feature Type : Progra migfsatelite:Markers | VMC4F3-1 13067657 | 13067837 DG_F_Chardonnay |69 \
Qualifiers Value nffrosatelite:Markers | VMC4F3-1 13067657 | 13067837 flehr 2 VMC4F3-1 DG_G_ChXBI 71
Start osatelite:Markers | VMC4F3-1 13067657 | 13067837 flichr12 VMC4F3-1 DG_M_Blanca 70
| End ¥ microsatelite:Markers | VMC4F3-1 13067657 | 13067837 flchr12 VMC4F3-1 Integrated 79
j Chramosome Nama microsatelite:Markers | VMC4F3-1 13067657 | 13067837 flchr12 VMC4F3-1 A1_C_SG 67
! microsatelite:Markers | Markers SSR 13067657 | 13067837 flchr12 VMC4F3-1 DG_F_Chardonnay |69
, Feature Name microsatelite:Markers | Markers SSR 13067657 | 13067837 flchri2 VMC4F3-1 DG_C_ChXBI 71
microsatelite:Markers | Markers SSR 13067657 | 13067837 flchr1 2 VMC4F3-1 DG_M Blanca 70
microsatelite:Markers | Markers SSR 13067657 | 13067837 fichr12 VMC4F3-1 Integrated 79
. Dataset microsatelite:Markers | Markers SSR 13067657 | 13067837 flchr12 VMC4F3-1 A1_C_SG 67
i Genetic maps VITI microsatelite:Markers | GT183H07 83697 83948 n3 GT183H07 Integrated _fw 78
. Filters microsatelite:Markers | GT183H07 83697 83948 13 GT183H07 Integrated 79
microsatelite:Markers | Markers SSR 83697 83948 13 GT183H07 Integrated_tw 78
[None selected] microsatelite:Markers | Markers SSR 83697 | 83948 n3 GT183H07 Integrated 79
Attributes microsatelite:Markers | UDV-009 9994586 | 9994885 [lchr16 UDV-0039 CnBl_080717 100
| Map name (in GnpMab) mosatelteEMamers UDV-009 9994586 | 9994885 [lchr16 UDV-009 Chardonnay 080717 | 102
X : osatelite:Markers | Markers SSR 9994586 | 9994885 [lehr16 UDV-009 CnBlL 080717 100
Link Map URGI (in GroMap) | [microsateiite:Markers | Markers SSR 9994586 | 9994885 |gnri6 UDV-009 Chardonnay 080717 | 102 |
. VVCS1H027G23F1- | ____ | _______ vvesiHozrczagl 1~ . . _ -

Export all results

Email notificatigh to

(Fie

:)(Tsv %)

Unique results only

rows as + Unique results only




4

T T 7

4 oh

=GBro

© New || @ Count || M Results

SCIENCE & IMPACT

W URL XML || & Perl || @ Help

Dataset Export all results to (Fie ) (TSV__ %) - Unique results only
vitis12x Email notification to
Filters

Feature Type : Program : View rows as(HTML 4) » Unique results only

microsatellite:Markers 3 i
Feature Type : Chromosome Map name (in Link Map URGI (in
| Attributes Program Qualifiers Value Start End Name Feature Name GnpMap) GnpMap)
| Feature Type :Program microsatelite:Markers | VMC4F3-1 13067657 | 13067837 |chni2 DG_F_Chardonnay |63
Qualifiers Value microsatelite:Markers | VMC4F3-1 13067657 | 13067837 |chr12 DG_C_ChXBI 71 |
Start microsatelite:Markers | VMC4F3-1 13067657 [ 13067837 |chn2 DG_M Blanca 70
4 microsatelite:Markers | VMC4F3-1 13067657 | 13067837 |chn2 Integrated 79
End
3 — - microsateliite:Markers | VMC4F3-1 13067657 | 13067837 Ichn2 [ vMC4F3-1 Al C SG 67
. I
| | Vitis vinifera (12x) Genome Browser: 180 bp from chr12:13,067,657..13,0 g 2 E"n;g:’""ay &
- Jo center on a location, ciick the ruler. Use the ScrolWZoom buttons to change magnification and position. G M Blanca 70
0 switch to another organism. use the Data Source menu. |I€grated 79 ;
|
i Dig names of gene In 12X version according 10 the genome release at EMBL : GSVIVGO00 10 GSVIVGO1 > ~ I_C _sG 67
G(Wew tracks avallable : Gene prediction (named V1) produced by CRIBI on the 12X sequence assembly. This V1 annota € $ + + + #=—> indltegrated tw 78 |
i | 1_R (repetitive sequences) E Itegrated 79 '
owser | Select Tracks Custom Tracks Preferences B row S e Itegrated w 78 !
| " |tegrated 79
(|l Landmark or Reglon: nBl_080717 100 '
[ chr12:13,067.657..13,067,8] Search hardonnay 080717 | 102 .
Examples: chr15:5282664..5322663, GSVIVG01032605001, EGT00018252001, Bl 080717 100
|l 'SNAPVVG00016689001, GWSUNIT02500482001, VVIIS2, VV40024H100E01, e “7g Y | r— .
Vv_10003495, Vv10s0116g00040, GSVIVG01001153001, NEW20, VVTPS6ES, (seiead Dol PSTA VRS 16§ | Contignre._ || Co | nardonnay 080717 | 102
SNP_Vv_1272338, Indel_Vv_1272543, SNP_Vv_ 1273469, e - .
PN40024_heterozygous SNPs_chr1_4012677,
PN40024_seqErr_SNPs_chr1_1252920, SNP_ENSVVVI00100380.
— | Data Source & ¢ —_— S 3
big [ Vitis vinifera (12x) Cenome Browser :] Scroll/Zoom: | Show 181 bp s Flip
B Overview
T T T Y O Y R Y R e T ™ R M ">
* 0 £ @ 73 - B Marker ‘
1 LI} L n ] 1 LI | L I I " 1
Region X ) X . X ) . . ) | ! | | , | . | . ) X .
[ 12970k 12980k 12990k 13000k 13010k 13020k 13030k 13040k 13050k 13060k 1070k 13080k 13090k 13100k 13110k 13120k 13130k 13140k 13150k 13160k
Dgtails =
‘ 50 bp ; ) '
306%7650 13‘55;7‘6&) 1306‘7570 1306‘7683 1306;5% 1306%700 13(6’7710 1306‘77’.’0 1306‘7733 1306‘7740 13?'6’7?50 13‘?&7760 1306‘7770 1306‘77&3 1306‘77’93 l%’?&ﬁo 13(6:7'310 13@‘7’3‘33 1306‘7‘33!) 3306;36
* OB B 0 - 0 Marker
YMO4F3-1
* DE B0 -0 Geneld
* DE B0 O Alleles Tower (SNPs) of Fleshless project
% OB B 0= 0 SNP (GnpSNP) of Fleshless project 038
* BEB 00 V1R transcript




© New || @ Count || M Results

biossssmart

Genetic maps

A Genetic maps and QTLs. GnpMa
|8

SCIENCE & IMPACT

W URL XML || & Perl || @ Help

Dataset

vitis12x

.~ Filters

| Feature Type : Program :
microsatellite:Markers

| Attributes

Feature Type : Program
Qualifiers Value

Start

End

Chromosome Name
Feature Name

53

SIS - ENRERR

Dataset
i Genetic maps VITIS
i Filters
[None selected]
Attributes
I Map name (in GnpMap)
Link Map URGI (in GnpMap)

Export all results to

Email notification to

(Fie ) (TsV

:)

Unique results only

blomart version 0.7

View rows as (HTML #) « Unique results only
Feature Type : Chromosome Map name (in Link Map URGI (in
Program Qualifiers Value Start End Name Feature Name GnpMap) GnpMap)
microsatelite:Markers | VMC4F3-1 13067657 | 13067837 |chr12 VMC4F3-1 DG_F_Chardonnay { |68
microsatelite:Markers [ VMC4F3-1 13067657 | 13067837 |chr12 VMC4F3-1 DG_C_ChXBI 71
microsatelite:Markers | VMC4F3-1 13067657 | 13067837 |chr12 VMC4F3-1 DG_M_Blanca 4
microsatelite:Markers | VMC4F3-1 13067657 | 13067837 [chr12 VMC4F3-1 Integrated 73 4
microsatelite:Markers | VMC4F3-1 13067657 | 13067837 [chr12 VMC4F3-1 A1_C_SG 67,
GnpMap / Map card
MAP DETAILS
Map nan DG F Chardonnay 'f'i" O
® TEXTUAL INTERFACE May o
® MAPCOMPARATOR Ma . 200512119
® BIOMERCATOR
® TAXONS e —
® PUBLICATIONS
ADAM-BLONDON Arne-Franoase

® MAP

® LOC)
*QTL

® METAQTL
® MARKER
e POOL

® XREF

® TRAIT

Documentation

® USER GUIDE

rawdaa

DG191205 csv




Run Biomercator for

{ File Analyses View Help| Erase all ||

Genetic maps
Genetic maps and QTLs. GnpMap

BioMercator V4.0

"~ SCIENCE & IMPACT

w URL || B xmL || & Perl || @ Help

| w9 A
I » 10
|
; » 111
vii
: >]12
!
» 113
i|
( » 814
i
» 115
» 116
v 17 f

> ' 1R

v
lqK I

[ Qs T Genome version ]
General T Expert T Locus L

|Panel1|

#) (TSV_2) - Unique results only

(/] Display loci
(/] Display loci's name
(/] Display loci's position

M

0. 0on
u,uu

: n nn
Ug,00

4,40

13,20
13,20
15,40

~—_ 15,40

17,60

22,00

] 28,60

30,80

— 30,80

35,10
—__ 35,20
37,30

~_ 37,30
39,50

T~ 139,50

44,00

46,10

VMC2H4
VMC4H2

VMC4A9

VMC1G3-2
VMCNG2D11-DG-A
UDV518-CH-B
VMCNG2D11-CH
VVIMI11

upvoz24

VMC4F3-1

VMC4C10-DG-A
VMCNG2H7-DG-A

rgVripll15-CH-A
VMC4C10-DG-B
VMCNG2H7-CH
rgVripl15-CH-B
GLP6-1-CH
rgVripllé6-CH

VMC8G9

VMC4C10-CH

Unique results only

romosome

Map name (in

Link Map URGI (In

20051219

ADAM-BLONDON Amme

rawdata DG191205 csv

Francose

Name Feanre Name GnpMap) GnpMap)
2 VMC4F3-1 DG_F_Chardonnay { |63
rd
DG F Chardormay
Qoneac

fr

040
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Grape data integration

L8 Templates  Lists  QueryBuilder  Regions  Data Sources APl " MyMine Contact Us | Log in

search: (L 1E

. Analyse Welcome Back!

@ Search

/ Search GrapeMine. Enter nll Enter a list of identifiers.
names, identifiers or keywords for

(Gene 3 GrapeMine integrates many types of data
genes, markers, snp, ontology terms, for Grape vine. You can run flexible
accessions, etc. (e.g. Vw10s0116g01550, e.g. W1050092g00620, V1050116900170, queries, export results and analyse lists
VMCA4F8, Vv_1272649, membrane, Vv10s0116g00240, Vv10s0116g00300 of data. All data are from GnplS.

Syrah). y
e.g. VMC3G9, chloroplast
advanced

m Y R

GRAPEMINE CONTENT

Our Mine provides access to many kind of data types like genomic annotation data (genes, mRNAs, exons, polypeptides). There are also
snp, markers and phenotyping data (accessions, phenotyping experiments). Read more &

» Queries QoQ

JVU I U T IOC IS I Vel JUTII e D Ut ~ e



Marker search

SCIENCE & IMPACT

Home Templates Lists QueryBuilder Regions Data Sources API

Marker : VMC4F3-1 V. vinifera

DB identifier VMC4F3-1 Organism . Name Vitis vinifera

Absdistance 36.5 Affiliation INRA

Locus Name VMC4F3-1 Mapname Bianca080717 Genetic maps

Marker Id 19575 Nextdistance 5.3 Genetic maps and OTLS anM1p
Scientificname Vitis vinifera Start 13067657

Stop 13067837 Taxon Vitis vinifera L.

Genome feature

Lists
Lenge: 161 This Marker isn't in
Location: chr12:13067657-13 any lists. Upload a

list.

Overlapping Features b I O : : : : m a rt E'Xte"ﬂiﬂ Lin

&)
9 Genome features that overlap coordinates of thi ;’er::ct: g:pMap
No overlapping features VMC4F3-1 and his
associated genes

in URCI Vitis12X
1 Organism Mart
GBrowse URGI
Name Taxon Id VITIS12X ®
Vitis vinifera 29760

A

L]

=GBrowse

joelle.amselem@versailles.inra.fr



LTS Templates  Lists QueryBuilder

Regions Data Sources APl Contact Us | Log in

LLE T 6. g mMRNA, kinase E

Search our database by keyword

"tyrosine kinase"

Back to index

o Examples

Search

= Search this entire website. Enter identifiers, names or
keywords for genes, markers, accessions, ontology terms, etc.
(e.g. Vw10s0116g00040, VMC4F8, Syrah, GO:0005794)

= Use OR to search for either of two terms (e.g. membrane OR
protein) or quotation marks to search for phrases (e.g. “tyrosine

kinase").

= Boolean search syntax is supported: e.g. GO* for partial
matches or gene AND NOT *orfto exclude a term

Search results 1 to 6 out of 6 for "'tyrosine kinase""

i Categories

Hits by Category
= OntologyTerm: 3
= Prosite: 2
= Pfam: 1

Type
Prosite

Ontology Term

Ontology Term

Pfam
Prosite

Ontology Term

Details
PS00007 | Tyrosine kinase phosphorylation site
GO0:0004713 | protein tyrosine kinase activity

GO0:0004715 | non-membrane spanning protein tyrosine kinase activity

PFO07714 | Protein tyrosine kinase
PS00109 | Tyrosine protein kinases specific active-site signature
G0:0004714 | transmembrane receptor protein tyrosine kinase activity

joelle.amselem@versailles.inra.fr

044



Home Templates Lists QueryBuilder Regions Data Sources API Contact Us | Login

e.g mRNA, kinase G
Pfam: PF07714
Description Protein tyrosine kinase
1131 Mrnas Lists
DB identifier Length Chromosome Location This Pfam isn't in any
Vv10s0116900150.t01 2698 chrl0: 72329-75026 lists. Upload a list.
Vv10s0116g00170.t01 2492 chrl0: 77195-79686
Vv1050116g00480.t01 1758 chrl0: 222831-224588 External Links
Vv1050116g00850.t01 2071 chr10: 394011-396081 Plaint: PRO7Z1AS
Vv10s0116g00910.t01 7756 chrl0: 414417-422172
Vv10s0116g00920.t01 4996 chrl0: 422173-427168
Vv10s0116g01230.t101 1312 chrl0: 641931-643242
Vv10s0116g01240.t01 3755 chrl0: 645136-648890
Vv10s0116g01800.t01 8362 chrl0: 1067284-1075645
Vv10s0003g00330.t01 3686 chrl0: 1617819-1621504
= Show more rows
: Categories Prosite PSQ@007 | Tyrosine kinase phosphorylation site sssse

§0O:0004713 | protein tyrosine kinase activity

Ontology Term

Hits by Category GO0:0004715 | non-membrane spanning protein tyrosine kinase activity

= OntologyTerm: 3 Ontologg#ferm TEEE
» prosite 2 Pfa PFO7714 | Protein tyrosine kinase cecoo
! Prosite PS00109 | Tyrosine protein kinases specific active-site signature R RN

Ontology Term G0:0004714 | transmembrane receptor protein tyrosine kinase activity

joelle.amselem@versailles.inra.fr 045



Home Templates Lists QueryBuilder Regions DataSources APl Contact Us | Log iin

LLE TS e, g mRNA, kinase E

Pfam : PF07714

Description Protein tyrosine kinase

1131 Mrnas

DB identifier

Vv10s0116g00150.t01 Home Templates Lists QueryBuilder Regions DataSources APl Contact Us | Log i

Vv1050116g00170.t01 Search: GO

Vv10s0116g00480.t101 . _»

¢ mRNA : Vv10s0116g00150.t01 V. vinifera

Vv10s0116g00850.t01
DB identifier Vv10s0116g00150.t01 Hmmcoord NULL

Vv10s0116g00910.t101 Hmmnh 0 Hmmtype ouT

Vv10s0116900920.t01 Tmhmmcoord 276-298 Tmhmmnh 1
Tmhmmtype IN Tplen 29

Vv10s0116g01230.t01 Tploc s

Vv10s0116g01240.t101

Vv10s0116g01800.t01

Vv10s0003g00330.t01 Genome feature Lists
Region: mRNA Length: 2698 This MRNA isn't in any
Location: chr10:72329-75026 reverse strand lists. Upload a list.

External Links
Overlapping Features 3?{?‘1’;?( URGI
H . o Genome features that overlap coordinates of this MRNA
i Categorles Exons: 14, Genes: 2, mRNA: 1, Polypeptides: 2

Show all in a table »

Hits by Category

= OntologyTerm: 3 1 Organism
= Prosite: 2 Name Taxon Id
= Pfam: 1 Vitis vinifera 29760

2 A Y
L J L} ,

1 Data Sets

£ 2 2 2 I
\ L L L L}
Name
vitis vinifera L.

7 Exons
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JX

1A 24 3A 4A S5A 6A 7A 1B 2B 3B 4B SB 6B 7B 1D 2D 3D 4D 5D 6D 7D
Browser | Select Tracks Custom Tracks Preferences

E Search
Landmark or Region:
|ctg6:1..373,201 Search |
Data Source
- . scrolliZoom: << < Show 373.2 kb 222 aFip
IWheat physical map viewer: 3B v2 B P

Examples :

3B v2: ctgb ctg111 TaaCsp3BFhA_0100L17 Xgwm264-3B ctg344
3B v1: ctgl ctg954 Xgwm264-3B 3B_039_H02
1BL v2:ctgd5 wmc719

m Overview
ctgb
- 1 i i
[ 100k 200k 300k
Region . . .
0 100k 200k 300k
Details ‘ TS }
ctgb: 373.2 kbp 100 kbp | |
ok 100k 200k 300k
* EEEQHHE Contig 3B v2
ctgb

* E KB E Q- HBelongs to the Bin 3B v2
3B58-0.76-0.87

* B EEQHHB Markers 3B v2
Jaﬁ532672838-38 JalSZGOZQiO?-SB
Xwmcd30-38 Xgpuw7757-38
° °
* BEEQHEBACS 3B v2
TaaCsp3BFhA_0101L21
L 1
TaaCsp3BFhA_0101J20
L J
TaaCsp3BFhA_0051L08 TaaCsp3BFhA_0144012 TaaCsp3BFhA_0163M03
[ 10 10
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VAT Efer=rram e wheat physical maps to

ctgo

Genetic maps
Genetic maps and QTLs. GnpMap

SCIENCE & IMPACT

MARKER DETAILS

Marker name : WMC430
Taxon:
Marker type : SSR
Marker origin : amplicon
Target: WMC
Origin laboratory : TCF
Reverse primer: TAGGGACCCCTTGACAAAAA
Forward primer : TAGGGACCCCTTGACAAAAA
- E Contig 3B (99%)
MAPPED LOCI
Mapped loci: 4
Reliability
H n mngs to the mn 38 (M) :1;':1':“& Map name Taxon |l1‘rl:::‘u'd Distance (SC\SI‘!E" v’nap
ame group name)
3B58-0.78-0.87 —
07121 . . ; B 154.0 non_framework
H "arkerssB (9%) Ac_0712 5B 1626 non_framework
Ta#S32672838-3B )
o 3B 1 non_framework
xwmc430-38 7121 3B 0 non_framework

- H BACs 3B (99%)
TaaCsp3BFhA_0101L21
[

PN

CROSS REFERENCES
Cross references: 1

TaaCsp3BFhA_0101J20
[

TaaCsp3BFhA_0051L08 TaaCsp3
| | |

TaaCsp3BFhA_0067614 TaaCsp|
| ] |

TaaCsp3BFhA_0070F11
l

Posmon: 1 32001 - Db name Reference name Reference value Evidence
Source FPC Gbrowse Wheat 3B FPC name
Reference: ctgb
Zoom to this feature —]
Detailed Report
Link to GnpMap
external link to CMap (CCG Murdoch)  |9270R14
e ——— L. J 048




Corparative
Hheat

3B Consensus February 2012

]Iz

H COllﬁg 3B (99%) Re::re:ce
.C tgs Sorers Cons&us April 04
H H belongs to the Bin 3B (99%) Bl
3B568-0.78-0.87 36
[381
- H Markers3B (99%) l_E_E]
Ta#S32672636-36 Ta#5260291 BT
o o Rumcd37} T
Xwmcd30-3B Xepw7757-3 Ruwc7S4
t - HumS00 ¥

— E BACs 3B (99%)

RurncB05 ]

ANN

e ——

3B
[7561]

BUED

barc?S

| 1
TaaCsp3BFhA_0101L21 x| Bumc78s, e 7 45
[ Xbarchd N, \\.\._. —barchs II zI
RN =3 \ummc78
T3alisp3BrhA_G101)20 Position: 132001..132001 B _?= Zaiaal - RS
- i ¢ F — -que2 74 b
TaaCsp3BFhA_0051L08 TaaCsp] Source: FPC 593 7/ = zI
- Hurcdds /) F =
IT Csp3BFhA 006?Bil4 lT C Reference: ctgo vowcrs | EF§5 5
aaCs n aaCs - ks ‘ = ——barc?3
T B ] 0 R Zoom to this feature swezez !l T =
- dooTT —
TaaCsp3BFhA_0070F11 Detailed Report Kooz f 5 & =7,
[ . Humz152 1 = =
Link to GnpMap 0 .
. Rum=bST T 1 =
external link to CMap (CCG Murdoch) Raum14 - _:%:a -
. > Ruoc261, || =
Humc274 \"....'k :=:_£ - § ’,ﬂguml 14
Ruec632 — MR L} uc261
Haurdd ) —— 3 35 = AR
- Hag + -
0-145 <H = Hag +
0-306.40 cH
WMC430 SSR Wheat Framework Feb07 5B 154.00 cMXWMC430 [ View on Map ] [ Feature Details ]
Xwmc430 SSR Wheat RL4452*AC Domain SO 05/08 5B 163.00 cMwmc0430, wmc430, WMC430, Xw... [ View on Map ] [ Feature Details ]
Xwmc430 SSR Wheat Somers Consensus April 04 3B 3.00 cMwmc0430, wmc430, Xwmc0430 [ View on Map ] [ Feature Details ]
Xwmc430 SSR Wheat Somers Consensus April 04 5B 154.00 cMwmc0430, wmc430, Xwmc0430 [ View on Map ] [ Feature Details ]
Xwmc430 SSR Wheat Somers Grain Genes Consensus Map 3B 3.00 cMwmc0430, wmc430, WMC430 Xwm... [ View on Map ] [ Feature Details ]
Xwmc430 SSR Wheat Somers Grain Genes Consensus Map 5B 154.00 cMwmc0430, wmc430, WMC430 Xwm... [ View on Map ] [ Feature Details ]
wmc430 SSR Wheat 5B Consensus November 2011 5B 148.27 cM [ View on Map ] [ Feature Details ]

JOCTTTC-OTTIOCTC T T T VT SUTITC O ITIT o= 1T

T
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--.Galaxy @URGI

0 Welcome to URGI server

NGS: Mapping
NGS: RNA Analysis
NGS: SAM Tools
NGS: Peak Calling
VCF Tools

URGE Get Data for grapevine
URGE BAC analysis

URGE MAPHITS - Tools

URGE MAPHITS - PostProcess Tools

URGE MAPHITS - SNPs Chip Tools
URGE S-MART
URGE Differential expression

This Calaxy server has 3 home-made toolbox installed: the URCI Maphits toolbox for SNP polymarphisms detection, the URCI Aplibio
DEA toolbox for RNASeq differential analysis and S-Mart toolbox for RNASeq and ChipSeg analysis. It has also 2 workflows installed
one for MapHits and one for DEA.

To launch theses workflows respectively follow the tutorials

MAPHITS: Mapping Analysis Pipeline for High-Throughput Sequences.

Co to Shared Data

» Published Pages -> MAPHITS Tutorial.
DEA: Differential Expression Analysis.
Cot to Shared Data -> Published Pages
SMART Documentation is here

You can also download data from CnplS URCI information system marts by selecting Cet Data

~> DEA tutorial.

-» Biomart INRA URCI CGnplS

Before running workflows and Ad-Hoc tutonals, you need to be registe

e URCI accounts information is here
® Tools in the left panel can be used without registration (a storage quota up to 2G«
e For any questions please contact: urgi-support at versailles.inra_fr

https://urgi.versailles.inra.fr/galaxy2

SCIENCE & IMPACT

sing 21%

History c o
Interop _JA

748.1 KB

12: Select on data 7 ® ()R
7: Column Join on data 5 @R
and data 1

5: ® )R

Normalized Data Gene upregulated
InFlanta.csv

L ® )R
Botrytls functional annotation

getData from
URGI BioMart

intensive biomedical research. The Calaxy team is a part of BX
at Emory University. The Calaxy Project is supported in part bl
nn State, and Emory University

AW P

joelle.amselem@versailles.inra.fr
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Published Fages | Jkreplak | DEA tutorial

Welcome to the Differential Expression Analysis tutorial page.

Differential Expression Analysis pipeline
[__DATA PREPROCESS MAPPING COUNT ANALYSIS

Experience 1 (A Galaxy tool, FastQgroomer,) (A mapping software megﬂ CompareOverlapping from ) Normalization and defferent
SEADS  ALADS converts the quaity format of pach reads file onto ~MART counts the number expression analyss is done
rasto | (rasTo the reads in Sanger format reference genome. BAM files reads which map each by DESEQ

pbtained are converted Into ene.
SAM with Samtools,

Engernce °
Ll »; GECTAG g . et L = -
":\v’ REASr "“tf’g S LAL A 0L FC S 100

= FASTO Yl ~ "eTe e S MaTO
b AR Velack” cbepe R e =
'
Groom iy —/
oo g cwepa e @ A crepareOver appey
o]
— an

- M AALI 054 0014 #C 5 1 LOPS 36401000 S

COORAS Pl "L = 870 D MALA] = § =i Mlgak T The GBI e o1 fresied Qe
s R 4

L

\

[J Parallelized steps of DEA

This pipeline performs differential expression analysis on two different conditions.
One reference genome (fasta format), one gene annotation file (gtf format) and several RNA-seqg samples are required.

A parallel version for some steps are available. Parallelized and not-parallelized steps share usually the same options and interface. However, for specific case, some options are mandatory for
the parallelized version.

Step 0 Upload RNA-seqg samples.

Step 1 Clean the annotation file.

Step 2: Croom RNA-seq files. (Available in a parallel version)

Step 3: Map RNA-seqg samples to the genome reference, using TopHatl/2 or CSNAP. (Available in a parallel version)
Step 4: Convert bam files (given by TopHat) to sam files. (Available in a parallel version)

Step 5: Count reads number per annotation using S-MART (CompareOverlapping). (Available in a parallel version)
Step 6 Build input files for DESeq. (Available in a parallel version)

Step7: Launch DESEQ to normalize and analyze data

The results of step 1 to G are tar files. If you want to use those files in Calaxy, you can use this tool- "Untar”.

Workflows for parallel and non-parallel version are available. You just need to edit stepl to adapt it to your experience.

joelle.amselem@versallles.inra.tr 05




Galaxy workflows @URGI =INA

MAPHITS: Mapping Analysis Pipeline for High-

Throughput Sequences
Clean reads using
— * Quality trimming
*  Quality filters
*  Fliter N%
- - ' Remove unpa‘red 'eads Mapplng n
/
‘ /
/
SNP calling
,W! Filters SNPs on ~— SAMTools
*  Depth
L Trackster ,'\ *+  Vanant allele support
~ *  Mapping quality
~ ~ *  Vicinity of indels
\ .
_Beotto -
URGI Db -
-
- -
- v i
GV &
\—
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S-MART a toolbox to convert, merge, select,
compare and visualize data

-_ Galaxy / URGI

Tools
F iTsS - s Chip Tools
URGI: S-MART

CONVERSION TOOLS

= convert transcript file Convert a

file from a format to another.

= coordinates to seguence
Coordinates to Sequences:

Extract the sequences from a
list of coordinates.

= mapper analyzer Read the
output of an aligner, print

statistics and possibly translate
into GFF, BED or GBrowse
formats.

WIG TOOLS

= get WIG data Compute the
average data for some genomic
coordinates using WIG files

= get WIG distance Compute the
average data around some

genomic coordinates using WIG
files (thus covering a large
proportion of the genome).

= get WIG profile Compute the
average profile of some
genomic coordinates using WIG
files (thus covering a large
proportion of the genome).

MERGE TOOLS

clusterize by sliding windows
Produces a GFF3 file that
clusters a list of transcripts
using a sliding window. Cluster
the data into regions (defined
by size and overlap with next
region).

collapse reads Merges two
genomic features if they have
exactly the same genomic
coordinates.

merge sliding windows clusters
Merges two files containing the

results of a sliding windows
clustering.

merge transcript lists Merge the
elements of two lists of

genomic coordinates.

COMPARISON TOOLS

compare overlapping Print all
the transcripts from a first file
which overlap with the
transcripts from a second file.

compare overlapping small
query Provide the queries that
overlap with a reference, when
the query data set is small.

compare overlapping small
reference Provide the queries

that overlap with a reference,
when the reference dataset is
small.

get difference Gets all the
regions of the genome, except
the one given in an annotation
file. Alternatively, it may also
give all the elements from the
first set which does not ovelap
with the second set (at the
nucleotide level).

get differential expression Get
the differential expression

between 2 conditions using
Fisher's exact test, on regions
defined by a third file.

VEl

SELECTION TOOLS

get exons Get the exons of a
set of transcripts.

get introns Get the introns of a
set of transcripts.

get flanking Get the flanking
regions of a set of reference.

restrict from size Select the
elements of a list of sequences
or transcripts with a given size.

restrict transcript list Select the
features which are located in a

given locus.

select by tag Keep the genomic
coordinates such that a value of
a given tag.

compute coverage Compute the
coverage of a set with respect
to another set.

count read GC percent Count
GC percent for each read
against a genome.

MODIFICATION TOOLS

clean transcript file Clean a
transcript file so that it is
useable for S-MART.

change GFF features Change a
feature in a GFF file (the feature
is the 3rd column).

change tag name Change the
name of a tag in a GFF file.

modify genomic coordinates

Extend or shrink a list of
genomic coordinates.

modify sequence list Extend or

shring a list of sequences.

trim sequences Remove the 5'
and/or 3" adapters of a list of
reads.

VISUALIZATION TOOLS

get distance Give the distances
between every data from the

Zytnicki and Quesneuville,

PLoS One, 2011
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() https://urgi.versailles.inra.fr/galaxy2/

Ml Autres favoris

sing 21%

M Dood M intra M@ GP MM Conf WM Docwiki [ BiBL WM BIOINFO % Trans B Traf B Maps D‘j Visio

i Applications

-_ Galaxy / URGI

Analyze Data

Tools History F5 N - 2
| 0 Welcome to URGI server ~
( search tools Q) Interop_JA
0 bytes ¢
Get Data vt )
- This Galaxy server has 3 home-made toolbox installed: the URGI Maphits . . o
= Upload File from your o * . ; ey © vour history is empty. Click 'Get
computer toolbox for SNP polymorphisms detection, the URGI Aplibio DEA toolbox for T A T A T

= UCSC Main table browser

= UCSC Test table browser

= UCSC Archaea table browser
= BX table browser

= EBI SRA ENA SRA

: = Get Microbial Data

. = GrameneMart Central server

’. = modENCODE fly server
I = Flymine server

s Flymine test server
= modENCODE modMine server

| = MouseMine server
= Ratmine server
= YeastMine server
| = metabolicMine server
= modENCODE worm server
= WormBase server

= Wormbase test server

RNASeq differential analysis and S-Mart toolbox for RNASeq and ChipSeq
analysis. It has also 2 workflows installed one for MapHits and one for DEA.
To launch theses workflows respectively follow the tutorials:

MAPHITS: Mapping Analysis Pipeline for High-Throughput Sequences.

Go to Shared Data -> Published Pages -> MAPHITS Tutorial.

DEA: Differential Expression Analysis.

Got to Shared Data -> Published Pages -> DEA tutorial.

SMART Documentation is here

You can also download data from GnplS URGI information system marts by
selecting Get Data -> Biomart INRA URGI GnpIS

T

<

Before running workflows and Ad-Hoc tutorials, you need to be registered as
URGI user.

URGI accounts information is here

Tools in the left panel can be used without registration (a storage quota up to
2Go of data is allowed)

For any questions please contact: urgi-support at versailles.inra.fr

2 UG
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Biomart result: gene with signal peptide (putative
secreted proteins)

SCIENCE & IMPACT

8 xmL Perl

Dataset

Botrytis_functional_annotatior

Filters

Feature Type :
signal_peptide
Start<:1

End <:30
Program : signalp
Attributes

Reference Feature
Feature Type

Start (-1)

End

Program

Library

HIT

Description

Analysis source name

Export all results to

Email notification to

« Unique fesuts oy

\

View

Reference Feature
BofuT4_P000030.1
BofuT4_P000070.1
BofuT4_P000200.1
BofuT4_P000210.1
BofuT4_P000260.1
BofuT4_P000270.1
BofuT4_P000290.1
BofuT4_P000390.1
BofuT4_P000440.1
BofuT4_P000590.1

rows as Unique results only

Feature Type start (=-1) End Program Library
signal_peptide 0 25 signalp model SignalP
signal_peptide 0 18 signalp model  SignalP
signal_peptide 0 18 signalp model SignalP
signal_peptide 0 19 signalp model SignalP
signal_peptide 0 19 signalp model Signalp
signal_peptide 0 19 signalp model SignalP
signal_peptide 0 17 signalp model SignalP
signal_peptide 0 17 signalp model Signalp po
signal_peptide 0 19 signalp model SignalP pol
signal_peptide 0 3 signalp model Signalp pol

Description
polypeptide_ iprscan_annotation
polypeptide_iprscan_annotation
polypeptide_iprscan_annotation
polypeptide_iprscan_annotation
lypeptide_iprscan_annotation

Analysis source

lypeptide_iprscan_annotation
ypeptide_iprscan_annotation
ptide_iprscan_annotation
ptide_iprscan_annotation
tide_iprscan_annotation

name DB
GFF_source
GFF_source
GFF_source
GFF_source
GFF_source
GFF_source
GFF_source
GFF_source
GFF_source
GFF_source

Hislor\

Tools
o to URGI server
(" search tools o)
Get Data
Text Manipulation * This Galaxy server has 3 home-made toolbox installed: the URCI Maphits toolbox for SNP polymorphisms detection, the
Filt d Sort URCI Aplibio DEA toolbox for RNASeq differential analysis and S-Mart toolbox for RNASeq and ChipSeq analysis. It has also
er ani

Join, Subtract and Group
Convert Formats

Alternative splicing tools

Vcf utils

Operate on Genomic Intervals
Emboss Tools

FASTA manipulation

NGS: QC and manipulation
NGS: Mapping

NGS: RNA Analysis

NGS: SAM Tools

NGS: Peak Calling

VCF Tools

URGI: Get Data for grapevine
URGI: BAC analysis

URGI: MAPHITS - PreProcess
Tools

URGI: MAPHITS - Tools

URGI: MAPHITS - PostProcess
Tools

URGI: MAPHITS - SNPs Chip Tools
URGL: S-MART

URGL: Differential expression
Analysis Tools

Tools for APLIBIO pipelines

Workflows
= All workflows

2 workflows installed one for MapHits and one for DEA.

To launch theses workflows respectively follow the tutorials:

MAPHITS: Mapping Analysis Pipeline for High-Throughput Sequences.

Go to Shared Data -> Published Pages -> MAPHITS Tutorial.

DEA: Differential Expression Analysis.

Cot to Shared Data -> Published Pages -> DEA tutorial.

SMART Documentation is here

You can also download data from GnplS URCI information system marts by selecting Get Data -> Biomart INRA URGI GnplS

Before running workflows and Ad-Hoc tutorials, you need to be registered as URGI user.

URCI accounts information is here
Tools in the left panel can be used without registration (a storage quota up to 2Go of data is allowed)
For any questions please contact: urgi-support at versailles.inra.fr

Interop. JN
0 bytes

trytis functional annotati

®0R

on%20

Xref DB
signalp
signalp
signalp
signalp
signalp
signalp
signalp
signalp
signalp
signalp

DB X:
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Galaxy / URGI

Tools

Load Gene expression data from GnplS transcriptome

P
[ search tools 0)

Get Data
Text Manipulation
Filter and Sort

Filter data on any column
using simple expressions

Sort data in ascending or
descending order

Select lines that match an
expression

GFF

Extract features from GFF data

Filter GFF data by attribute
using simple expressions

Filter GFF data by feature count
using simple expressions

Filter GTF data by attribute
values list

Join, Subtract and Group

= Join two Datasets side by side

on a specified field

Compare two Datasets to find
common or distinct rows

Subtract Whole Dataset from
another dataset

= Group data by a column and
perform aggregate operation
on other columns.

Column Join

Convert Formats

Alternative splicing tools

Vcf utils

Operate on Genomic Intervals
Emboss Tools

FASTA manipulation

NGS: OC and manipulation
NGS: Mapping

NGS: RNA Analysis

Choose the first file for the join:

((1: Botrytis_functional_annotation

ry
v

)

Include these column:

Fill empty columns:

Choose the second file for the join:

((5: Normalized_Data_G..nPlanta.csv_ %)

Additional Inputs

Add new Additional Input

What it does

Use this column and columns to left the 'hinge' (matching data for each join):

All columns to left of selected column (plus selected column) will be used. Select 2 for pileup

Multi-select list - hold the appropriate key while clicking to select multiple columns

This tool allows you to join several files with the same column structure into one file, removing certain columns if
necessary. The user needs to select a 'hinge’, which is the number of left-most columns to match on. They also need to
select the columns to include in the join, which should include the hinge columns, too.

Note that the files are expected to have the same number of columns. If for some reason the join column is missing (this
only applies to the last column(s)), the tool attempts to handle this situation by inserting an empty item (or the appropriate
filler) for that column on that row. This could lead to the situation where a row has a hinge but entirely empty or filled
columns, if the hinge exists in at least one file but every file that has it is missing the join column. Also, note that the tool
does not distinguish between a file missing the hinge altogether and a file having the hinge but missing the column (in
both cases the column would be empty or filled). There is an example of this below.

General Example
Given the following files:

FILE 1
chr2
chr2
chr2
chr2
chr2
chr2
chrl

oW e W -
orononea
[SIRCIRTIRTIECRF N

I$$IIT
IIIRIX
ISIIIIT
I#IIIIT
IIII#BI
IS$IDIIT
1

SCIENCE & IMPACT

GnpArray / Gene list results

RESULTS

@

Number of unique reporters in your query: 211
Number of unique genes in your query: 35690

3 item: o 1103 | Display (10| '#) results per pag

Creation Reporte Gene
#  Genelistname  Gie? Description  Project Experiments Regulation  normalized  normalized
data data
1 Bol-lnplanta 2009/03/09  Variance Botnis on Sunflower 2008 STUDY OF BOTRYTIS-SUNFLOWER INTERACTION 5 Up "]
analysis reguiated
o vitre wa... > mora
n # |Expor
plantasunfiower L
asn
{277 genes)
2 Bel-lnoplanta 2009/03/09  Variance Botnytis on Sunflower 2008 STUDY OF BOTRYTIS-SUNFLOWER INTERACTION £ Down =
Down (Botrytie: analysis reguiated
80510 i vis wao. > more »
Botntis on Sunflower 2008  STUDY OF BOTRYTIS-SUNFLOWER INTERACTION ©  Unchanged [*]
History »

Interop_JA
481.2 KB

3 J

Normalized Data Gene upregulated
_InPlanta.csv

278 lines
format: csv, database: 2
uploaded csv file

(=161

Reporter name  Sequence db I0  FOLD CH
B4BC_116_249_(09 BIBC_116_249_(09 8.0
B56C_116_281_BO7 BSBC_116_281 BO7 4.5
BC16_00109.1  BC1G_00109.1 2.2
BC16_00913.1  BC16.00013.1 1.7
BC16_01483.1  B(16_01483.1  23.0

1: ® )R

Botrytis functional annotation

joelle.amselem@versailles.inra.fr

Load Gene
expression data
from GnplS
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S=157a  Biomart result: functional annotation with gene
expression data

Galaxy / URGI

Tools

Join on Gene name column

P
[ search tools 0)

Get Data
Text Manipulation
Filter and Sort

Filter data on any column
using simple expressions

Sort data in ascending or
descending order

Select lines that match an
expression

GFF

Extract features from GFF data

Filter GFF data by attribute
using simple expressions

Filter GFF data by feature count
using simple expressions

Filter GTF data by attribute
values list

Join, Subtract and Group

= Join two Datasets side by side

on a specified field

Compare two Datasets to find
common or distinct rows

Subtract Whole Dataset from
another dataset

= Group data by a column and
perform aggregate operation
on other columns.

Column Join

Convert Formats

Alternative splicing tools

Vcf utils

Operate on Genomic Intervals
Emboss Tools

FASTA manipulation

NGS: OC and manipulation
NGS: Mapping

NGS: RNA Analysis

hoose the first file for the join:
1: Botrytis_functional_annotation

'hinge' (matching data for eagfi join):

columns to left of selected column (plus selected column) will be gSed. Select 2 for pileup

Include these column:

Multi-select list - hold the appropriate key while cli g to select multiple columns

Fill empty columns:

5: Normalized_Data_G..nPlanta.csv_%)

Add new Additional Input

What it does

This tool allows you to join several files with the same column structure into one file, removing certain columns if
necessary. The user needs to select a 'hinge’, which is the number of left-most columns to match on. They also need to
select the columns to include in the join, which should include the hinge columns, too.

Note that the files are expected to have the same number of columns. If for some reason the join column is missing (this
only applies to the last column(s)), the tool attempts to handle this situation by inserting an empty item (or the appropriate
filler) for that column on that row. This could lead to the situation where a row has a hinge but entirely empty or filled
columns, if the hinge exists in at least one file but every file that has it is missing the join column. Also, note that the tool
does not distinguish between a file missing the hinge altogether and a file having the hinge but missing the column (in
both cases the column would be empty or filled). There is an example of this below.

General Example

Given the following files:

FILE 1

chr2 1 T 6 Cann, I$SIII
chr2 2 G 6 L., 111011
chr2 3 c 7 Couny ISIIIIT
chr2 4 G 7 - I#ITIIT
chr2 5 G 7 . IITI#BI
chr2 6 A 7 L I$IDITI
chrl 1 c 1 “i. 1

History

Interop_JA
481.2 KB o8B

5: ® [ R
Normalized Data Gene upregulated
_InPlanta.csv

278 lines
format: csv, database: 2
uploaded csv file

1 2 3
Reporter name  Sequence db I0  FOLD CH
B4BC_116_249_(09 BIBC_116_249_(09 8.0
B56C_116_281_BO7 BSBC_116_281 BO7 4.5
BC16_00109.1  BC1G_00109.1 2.2
BC16_00913.1  BC16.00013.1 1.7
BC16_01483.1  B(16_01483.1  23.0

: @0 R
Botrytis functional annotation

joelle.amselem@versailles.inra.fr

SCIENCE & IMPACT

058



Result: expression level for genes with a signal peptide

Tools

( search tools 0)

Get Data

Text Manipulation
Filter and Sort

Filter data on any column
using simple expressions

Sort data in ascending or
descending order

Select lines that match an
expression

GFF

Extract features from GFF data

Filter GFF data by attribute
using simple expressions

Filter GFF data by feature count

using simple expressions

Filter GTF data by attribute
values list
Join, Subtract and Group

= Join two Datasets side by side
on a specified field

= Compare two Datasets to find
common or distinct rows

Subtract Whole Dataset from
another dataset

= Group data by a column and
perform aggregate operation
on other columns.

BofuT4_P003870.1
BofuT4_P004830.1
BofuT4_P005170.1
BofuT4_P007640.1
BofuT4_P010370.1
BofuT4_P010380.1
BofuT4_P010920.1
BofuT4_P011170.1
BofuT4_P011370.1
BofuT4_P011380.1
BofuT4_P011810.1
BofuT4_P014350.1
BofuT4_P015800.1
BofuT4_P018370.1
BofuT4_P019100.1
BofuT4_P025640.1
BofuT4_P030940.1
BofuT4_P031660.1
BofuT4_P033100.1
BofuT4_P035820.1
BofuT4_P035890.1
BofuT4_P036980.1
BofuT4_P043000.1
BofuT4_P047700.1
BofuT4_P047740.1
BofuT4_P055300.1
BofuT4_P056080.1
BofuT4_P059250.1
BofuT4_P059260.1
BofuT4_P059350.1
BofuT4_P059480.1
BofuT4_P061530.1
BofuT4_P061550.1
BofuT4_P061870.1

n_f.Ta AnrarAn

signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide
signal_peptide

i oaral

PO 0000000000000 00000000000000000O0O0O0

BofuT4_P003870.1
BofuT4_P004830.1
BofuT4_P005170.1
BofuT4_P007640.1
BofuT4_P010370.1
BofuT4_P010380.1
BofuT4_P010920.1
BofuT4_P011170.1
BofuT4_P011370.1
BofuT4_P011380.1
BofuT4_P011810.1
BofuT4_P014350.1
BofuT4_P015800.1
BofuT4_P018370.1
BofuT4_P019100.1
BofuT4_P025640.1
BofuT4_P030940.1
BofuT4_P031660.1
BofuT4_P033100.1
BofuT4_P035820.1
BofuT4_P035890.1
BofuT4_P036980.1
BofuT4_P043000.1
BofuT4_P047700.1
BofuT4_P047740.1
BofuT4_P055300.1
BofuT4_P056080.1
BofuT4_P059250.1
BofuT4_P059260.1
BofuT4_P059350.1
BofuT4_P059480.1
BofuT4_P061530.1
BofuT4_P061550.1
BofuT4_P061870.1

n_f.ra AnrarAn

joelle.amselem@versailles.inra.fr

History fo I -
Interop_JA

744.0 KB o
12: Select on data 7 ® 0 R

7:Column Joinondatas @& § %
and data 1

5 ® 0 R
Normalized Data Gene upregulated
InPlanta.csv
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2 UsGl ~_Galaxy /@URGI

»A Virtual vs physical instance

> For easier monitoring

» To better adapt memory, cpu, storage

Virtualization according to the use
server

Esergata

HPC Cluster
compute
nodes
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Ve ="Galaxy @URGH

Virtualization
server

CONS of FAT image

> At each distribution : an entire VM creation
> Duplicated application, dependencies, ...

» Maintenance issues (backup, size ...)
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-.Galaxy /(@URGI

VM1
CentOS
Gridengine

User data

Gridengine

Libraries

NetApp
(NFS)
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l “SLIM” Images ]

Job submission

2L

CentOS
Gridengine
Postgres
python

User data IIIIIIII
IE1E=E]

Gridengine

Libraries

NetApp HPC Cluster
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