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URGI home page

http://urgi.versailles.inra.fr
Access to Vitis resourcesAccess to GnpIS portal
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GnpIS: a data warehouse
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Interop.
Inter

operability



Quick search

Go to GnpMAP
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Go to GnpGenome



Advanced search : BioMart

GnpMap GnpGenome



URGI pipelines
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Pipeline for Structural Annotation

Transposable Elements : REPET

Genes : EuGene

Foissac S, Gouzy J, Rombauts S, Mathé C, Amselem J, Van de Peer Y, Rouzé R, Schiex 

T (2008) Genome Annotation in Plants and fungi : Eugene as a model platform Curr 

Bioinf 3:87-97 
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MAPHiTS workflow in Galaxy
(a web-based platform for genomic research : http://usegalaxy.org)



Pipelines, DBs, Interfaces

Structural Automatic prediction 
REPET
Fgenesh
Eugene
tRNAscan
…

Refinement Analysis 
Blast
Blat
Sim4, Gth,GeneSeqer
Comparative genomics
…

Annotation pipelines

Functional Automatic prediction

Interproscan

Blast2GO
Blast /rps Blast

…

TextualGenome

Quick search

Databases

Chado / Bio-SeqFeature-Store

Textual

interface

Genome

Report System
Search

BioMart

advanced search

Genome Browser

Structural / Functional ArtemisApollo

Manual annotation

Graphical interfaces

Gbrowse_syn



Vitis vinifera resources
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http://urgi.versailles.inra.fr/index.php/urgi/Species/Vitis



12X GBrowser

GnpArray
Transcriptomics db

(in progress)

Polymorphism data

Markers

GnpMap

Map db

GnpGenome

�V0 and V1 (private) 

Transcriptomics data
(GRASP project) 

Qiagen V1.0 oligoset

SiREGAL

Genetic resources db
�Vassal collection

(7000 accessions)

Map db
�27 Vitis maps

�New: Integrated_2

Apollo

Vitis projects

�V0 and V1 (private) 

annotations

GnpSNP

Polymorphism db

1000 gene fragments x 48 

indiv (soon public)



automatic annotation manual annotation 

Quantity whole genome scale genes scale 

Availability fast low, progressive

Grapevine genome annotation

12X-V0

12X-V1 (private)
Ex: famille TPS (Martin et al 2010) 

Availability fast low, progressive

Quality 

- weaknesses of gene predictors 

- errors in spliced alignments

- poor justifications

- limited functional annotations

- error propagation

- checked and curated predictions

- optimised parameters/tools

- based on knowledge/experiments

- systematic justifications

- deep functional annotations

- links to references

COMPLEMENTARITY



http://urgi.versailles.inra.fr/index.php/urgi/Species/Vitis/Resources/Genome-sequence-and-annotations

12X Gbrowse

(public and private data)

Platform for distributed curation of the annotation
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Apollo : Genome Annotation 

and Curation Tool 



Apollo : Genome Annotation and Curation Tool 

Apollo WebStart



Apollo : Genome Annotation and Curation Tool 

Select Chado database

Select Vitis database

login/password
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Fill with the start and end position 

of region you need to displaychr1, chr1_random, ...

chrUn

login/password

for write mode



Apollo Editing and curating interface

Analysis

tracks

Editing panel 

for gene models
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Selected feature

information

Zoom

Control 

panels size



Evidences available in Apollo

VO annotation from Genoscope (GAZE prediction) 

V1 annotation from CRIBI (JigsawGaze V1NR) : non repetitive sequences

V1 annotation from CRIBI (JigsawGaze V1R0) : repetitive sequences

Ab initio prediction : Geneid, SNAP, Eugene

Vitis vinifera cDNA

Vitis vinifera public ESTs 

Vitis vinifera public ESTs (redondant)

Dicotyledons public ESTs (except Vitaceae)  

Vitis vinifera 454 contigs assembly

Vitis vinifera G-Mo.R-Se (Gene Modelling using RNA-Seq) coding models

Genewise (Uniprot)

Repeats : RepeatMasker and TRF (Tandem Repeat Finder)



Annotation rules for 
gene editing 

NBS-LRR jamboree
Versailles, 22-24th November 2010



C-terminus

NB Leucine Rich Repeat (LRR)TIR/CC

N-terminus

The NBS-LRR gene family

Solexa contigs

V1

De novo  gene predictions

Repeats

Valided gene by Gabriele Di Gaspero

V1
V0



Annotation info editor



Save gene models manual annotation 

Chado

Apollo (private website)

Read

Write

Export Edited genes

(GFF3)

Problematic genes

Apollo WebStart

Gbrowse update

Read

Problematic genes

In progress genes

Finished genes

New complete

releaseBio:Seq:

Feature

store



Perspectives/Conclusion

Update of the 
genome browser

Partner

IGGP

Partner

IGGP

Access limited to 
URGI and the 
community of 

curators

New release

Open Access Open Access

http://urgi.versailles.inra.fr/index.php/urgi/Projects/GnpAnnot

Towards a V2 version of the annotation, based on the V1 and including curated

gene models

=> Basis for the functional annotation
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