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I ABOUT URGI

https://urgi.versailles.inra.fr

% @ Register
-

1
URGI - Unité de Recherche Génomique Info is a research L 3 iLNwo‘;:::I:bzlg PRYAICALINAD {5
unitin genomics and bioinformatics at Institut National de Do e 9IRS arid JA1) physical maps are How
la Recherche Agronomique ( INRA ), dedicated to plant= ST

and crop parasites. The URGI research activity co'
genome structure and dynamics. URGI hosts
bioinformatics platform , which belongs to the Fre
national network of bioinformatics platforms ( ReNaBi )

L'URGI est une unité de recherche en génomique g6t
informatique de [Institut National de la Reche
Agronomique ( INRA ), dédiée a la génomique des fgl_ante
de leurs pathogénes. Son activité de recherche St
structure et la dynamique du génome. L'unité >

plate-forme bicinformatique appartenant au REse
des plateformes Blo-informatiques ( ReNaBi ).
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EHRGI A bioinformatic plateform for crop

S improvement
« GnplS » ®
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=alSpl00/0ss - QTL maps

« GWAS

» Genetic maps
» Genetic markers
» Genetic resources

* Annotation
» Transcriptome
 SNP / Structural varian

URGI pipelines
Data & tools
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/ Transversal portal / Thematlc portals \
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Genomes

Global

Genome annotation data. GnpGenome.
N Taxons Ee— e
S e arC Taxonomic data. == foeey, >
v seancr TG |

Sequences
NGS projects description. GnpSeg.
WIF52 | suemm

You can find the indexed data list here 3 Genetic maps
Examples: VI, WIF52, gene, arabidopsis, netic maps and QTLs. GnpMap.

AY109603, Xwmc430
Polymorphisms
Molecular polymorphism. GnpSNP
Phenotypes
ADVANCED TOOLS Phenotypic and environment tal
experiments. Ephesis.
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ZURal Transversal portal -
V n
guicksearch

All speties v WWIFS2 SUBMIT

|| Vitis (8X) genome | Vitis (12X) genome
All species v

o e e e
Examples: VW1, V\WIFS2 gene, arabklopsis WAVIFSZ W W W R
AY109603, XwPt8855

1 iterns found, displaying 1 to 1 | Display | 10 ¥ | result

i
L=
m
L=
o

(=]
1]

R A R T—— All species ¥ WWFS2 SUBMIT
QM M Masvciauivn
' Association studies, GWAS. GnpAsso
INTERMINE
Genetic resources
— Plant genetic ressources data. Siregal.

Transcriptomic
Expression data. GnpArray.

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

=INRA

SCIENCE & IMPACT Nacer Mohellibi




&
L‘H,'\'Gl

. 1

o

' zZuzal !

al

Galaxy / URGI

Transversal portal

Biomart & Galaxy

Analyze Data

Dataset 927/ 1.
Genetic maps V
ilters
Chromosome |
Attributes

Assignment ne
GnpMap)
Chromosome |
GnpMap)

Tools L
D New || @ Co
search tools (x}
Dataset Get Data
Vitis12x.0 Annot XtHanipulation
- Filter and Sort
Filters Join, Subtract and Group
Chromosome | Convert Formats
Attributes Alternative splicing tools
Feature Name SnpEfftools
Feature Type : Ycfutils
Qualifiers Valy Operate on Genomic Intervals
Chromosome | Emboss Tools
Start NGS: Assembly
End NCBI BLAST+

Gene Ontology Annotation
tools

Picard Tools

BEDTools

Repeats annotation
EASTA manipulation

NGS: QC and manipulation
NGS: Mapping

NGS: RNA Analysis

NGS: SAM Tools

NGS: Peak Calling

AT Tl

o Welcome to URGI server

This Galaxy server has 2 home-made toolbox installed: the URGI Maphits toolbox for SNP polymorphisms detection, the URGI
Aplibio DEA toolbox for 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 GnpIS URGI information system marts by selecting Get Data -= Biomart INRA URGI GnpIS

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
, i U | G I

]
History = %
Unnamed history g
0 bytes Q~¥%e
2: Araklinos.bigwig @& &S R
1: Araklinos.bigwig @& &S R

Import and
analyse in Galaxy
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netic Maps & Markers Resequgncing runs:
27 Vitis genetic papsi mr. o 2.0Ublidl/ 13 private
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Genetic

Resources
10,459 Vitis
accessions

\ Polymorphisms

—

CnmcaL aELAY

¢ o 00t P v u

O i

=

= © yhb (Trad
Genotyplng ferm 1 iy of yei ek T
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GENOTYPING RESULTS
.4 . > -
M 4 1-1D0fS60 (b b O |Display 10 ¥ results perpage
Aceession Genotypetype  Genotype  Qualitytype  Quality  Experiment Marker set - .
Vidbacherfruhblay  genotype 2 GrapeReSeq_llumina_20K_sxperiment  GrapeReSeq_llumi . N y .
LAIREN genotype AL GrapeReSeq_llumina_20K_experiment  GrapeReSeq_llumi ~ s .
genotype: AA GrapeReSeq_llumina_20K_experiment  GrapeReSea_llumi | |[s W * v ' .
genotype: AG GrapeReSeq_llumina_20K_experiment  GrapeReSeq_llumi - & - s ’
genotype 24 GrapeReSeq_lluming_20K_sxperiment  GrapsReSeq_llumi > b e e ’
genotype AR GrapeReSeq_llumina_20K_experiment  GrapeReSeq_llumi " - v
genotype AA GrapeReSeq_llumina_20K_sxperiment  GrapeReSeq_llumi n ~ - -
genotype: A8 GrapeReSeq_llumina_20K_experiment  GrapeReSeq_llumi - wom S e -
genotype 24 GrapsReSeq_llumina_20K_experiment L lumi : S e e b emammons-5 - e — o s
genotype AA GrapeReSeq_llumina_20K_experiment GrapeReSeq_llumi n k

* Phenotyping 1trial
pr acwon | miouin | YL | a5 | amen | auaren | ao | g | e Polymorphism (genotypes of i

chriB_862766_A_G GG a0 An a0 AG

1 chriB_758407_C_T cC cC cC cC cC cC -

“ - - >1100 accessions for > 14000
chri8_750761_C_T TC TC cC cC cC cC

chri8_715339_C_T TC CcC cC TT CcC

chri8_814711_A_G A AA AA AA AA Nacer MOhe|||b| - :
= SUENCE & MPACT markers) GWAS (|n progress)

GENOTYPING MATRIX
1-100of6
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256 9 Workflow / 2 use cases

Annotation Accession | Phenotype
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Sira Use case 1: Zoom on a gene in
> Flb Locus

& GHPIS HOME

Searches

I

& QUICK SEARCH
& ADVANCED TOOLS

Drocumentation

@ USER GUIDE
& NEWS
@ RELEASE NOTES

All species b GSVINVG DD 3455001 SUBMIT

[ viss 12 genome |

Features (2)

| S SWTWIE DN O 3455001 | e
GSWIVTO101 3456001  wr i v wr

2 iterms found, displaying 1 to 2 | Display | 10 W | results per page

All species b G EWVIWVGE 001 3455001 SLEMIT

GnplS QuickSearch: https://urgi.versailles.inra.fr/gnpis/
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zra Vitis 12X Genome Browser

hr18
o AM M 3M  4M &M &M 7 BM oM doM 1AM 12M  13M  14M  15M  ieM  AFM AW 19M  ZOM  2AM  22M  23M 24N 25M 2eM  Z#M  2EM 2oM

1k 150k 160k, 170k 180k 190k 200k, 210k 220k, 230k, 2dok 250k, 260k 270k 280k 290k, SO0k, 310k F20k, 330k

|
1kbp | |
ik 220k 23 SNP_ENSVVWVID0545535 235k
* BEBEHBEV1_NR transcript SNP: SMNP_ENSWWWID0545535
* B B 22 HE Genoscope annotation (Gaze) Db source: Ensembl Plants Variation 12
[r— Position : 229940 .. 229540

Gy IVIUIUL saoe0uT - Allelic variation : T/A . -
i ; Cultivars having the SNP : Vitis amurensis

LR W R R Cetailed Report
= = Zoom to this feature

Link to Ensembl Plants

*EEREHEV] i : _
1_arf | Yl Be0122800190 . £01_arf Link to SMP card in GnplS
| & N | | o [ | | | |
+ BEBEHE Alleles Tower (SMPs) of SNPs from Sean Myles et al. (Ensembl ?ﬂ%ion 12)

A G -~

I g SNP_Vv_1274228 X

$ g SNP: SNFP_Vv_ 1274228

Db source: GnpSNP
Position : 232255 | 232255
Detailed Report

ure
* BB E B HHE Alleles Tower (SNPs) of Berry Size project Link to GnpSMNP

oO—

C T &
e 4 GG
f A A
\\: R
C 1 T
G C C
T A
C G
A C
C G

Vitis 12X.0 Generic Genome Browser @ URGI:
https://urgi.versailles.inra.fr/gb2/gbrowse/vitis_12x_pub
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SNP details

Polymorphic locus card

DETAILS

Hame :

Raf. Saquances :

Wy 1278238

Major alale ofvariants in WWC2972A-pal ¥ e

Poaition on raf. gaq. 512
Source : SNpENT
COMPLEMENTS

Typs : EMD

Sequence vanation ciEm

Linked with variations MWC2972A 512_45 ¥ P

Linkad with Bnes : 2321 vy P2
ulew lI

MAPPING INFORMATIONS (NG 5}

Reference Ganoms
Taxon {mapping) :
Chromosoms :
Mapping position :

\WfTtis vinkiera 12X
TS vinkiera L.
g

176645

EXTERMNAL REFERENCES

Databaes

Rafarance nams Refarance valus

WIis vinkiera 12x Genome Brawser nams SHE W 1274233

SEGUENCES

S"Mankeron ref.eadq. :

3" Mankeron ref_eaq. :

Ganomic contaxt on retf
BE.

»Ww_1274238-5"

TEGE A AL AT AT T T TE T AGAG G GGG C TETCAC CACAT AL COCTAAGETATCAT OO TCOCAATE
TTTTTC T I T T I T T T T T T O T T EGAT T AR AR A C T TTCT TCAGTCCATC T ERAATTCCACCTCOCTARALT
T AT T T AT T T AR T AT T AT T AAT T O TAAL T T ATOG L TALOGAL TTC OO TAALTTT TGLOCTTEGEETCT

GCTTCTACTT

s\ _1274238-3"

TTATTAAT TTCATAATTAATTTATEITATTTTTCT T ITITCAARA A AL

»Vw_1274238-genomic_context

TEEE O CAGALGA AT A TCT TOC T C T C ARG EAEEC T T CACCACAT AL COCTAAGETATCAT CCTCOCARTL
T T T I T T T T T T T T O T TG AT T AL AR CTCT TCT T AGT L CATCT GAAAT TCCACCTCOCTASALT
T AT T T AT TTAAT CCAT TR T TCAAT T TAAL T TCATOECTACCGAR TTCOCTAAATTTTECCTTEGEETCT
ST TCT AT T/ G TTAT T aaT T T AT AT TAATTTETECTATTTTTCTTITTTC AGAARALALS




ZUral Sequence variations of the
locus

Sequence variation results

RESULTS
123 4|31 nams found, EspEaying 112 10 | Dispiay ¥ | =il perpage
Position
# Hams Typs Frojact Exparmant Lins E:;-ua - on raf. fg:aerrarkar
L
1 WWCZAT24 512 10 SHP SemySize WWCZIT2A- S006ME1 Major allele of 512 WASCZ972A
baichi warani in
WAWCZOTA-
Daichi
2 WWCZaT2s 512 11 SWP Semysize WWCZ972A- S05EME1 Majar allele of 512 WCZaT2A
oaicni wariani in
WAWCZaT2A-
bakchi
3 WWC2ZaT2A 512 12 SHP SemySize WWCZAT2A- 654 1Mipd Major allele of 512 WASCZATIA
baich i warani in
WAWCZaT2A-
Daichi
4 WVAWC29724A 512 16 SNP SemySize WAC2972 A a01amMe1 Major allele of 512 WASCZ972A
baichi warani in
WWCZaT2A-
Daichi
5 WWOZIT2A 512 138 SHP Semysize WWCZITIA- S003ME1 Major allele of 512 WAWCZAT2A
baichi warlani in
WAWCZ9T2A-
Daichi
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2 Resequencing batch
genotypes summary

Genotype table

RESULTS

@
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W= riparia
Ganotyps | QO0EM . Rlparia P -1 - - - - - - - -
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ZUv Use case 2: Enter by genome
coordmates

APl | Contact Us | Log in

LT:E e W e g mRNA, kinase

Analyse Welcome Back!
-_
/ Search GrapeMine. Enter _J -ll Enter a list of identifiers.
names, identifiers or keywords for genes, | Gone - GrapeMine integrates many types of data
markers, snp, ontology terms, accessions, for Grapevine. You can run flexible queries,
etc. (e.g. Vv10=s0116g01550, WVMC4F3, e.g. Vv10s8@92g00620, export results and analyse lists of data. All
Wy 1272649, membrane, Syrah). Vv1lBs@ll6gaelve, data are from GnplS.

Vvles@lleg@e24s, Vvleselleogaaioe

o
e.q. VMC3G8, chloroplast

advanced

—— Ly TAKE A TOUR

GrapeMine: http://urgi.versailles.inra.fr/GrapeMine/begin.do

More details on Intermine functionnalities
Wheat3BMine Poster #654: Letellier T. et al.
and computer demo: January 13th 11:00 am

=INRA

i B Nacer Mohellibi


http://urgi.versailles.inra.fr/GrapeMine/begin.do
http://urgi.versailles.inra.fr/GrapeMine/begin.do
http://urgi.versailles.inra.fr/GrapeMine/begin.do

pIVC GrapeMine: Region form

Search for features within Genomic Regions

Search for features that overlap a list of genome coordinates you enter or uplead, e.g. chr1:20..120000000

Genome coordinates help

1. Select Organism: |V. vinifera ¥ | genome build: not available
2. ¥ Select Feature Types:

#| Exon @ #| Marker® #| SNPB
Y| Gene® ¥/ mRNAD
Y| Indel ® ¥| Polypeptide B

3. Type/Paste in genomic regions in '® base coordinate 9 interbase coordinate B
(click to see an example)™

or Upload genomic regions from a .txt file...
| Choisissez un fichier |Aucun fichier choisi

4. Extend your regions at both sides:

1k 10k 100k 1M 10M
@ I I I I I

Nacer Mohellibi

Reset| Search
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() Selected organism: V. vinifera

Selected feature types: Exon, Marker, SNP, Gene, mRNA, Indel, Polypeptide Liis
Export for all regions: FASTA | [E0) or Create List by feature type:  Exon v @ Page size [10 ¥ |« First < Prev | Next > Last »

GENOME REGION FEATURE FEATURE TYPE LOCATION

chr18:745960..749094 Vv18s0122g01060 vv18s0122g01060 Gene @ chrig8:745960,.749094

(FasTA | 2D Vv1850122g01060.t01 Vv1850122001060.t01 mRNA® chri8:745960..740004

Create List by| Exon v [ G Vv1850122001060.t01.e6 Vy1850122001060.t01.26 Exon® chr18:745960..746164

Vv18s0122g01060_orf vv18s0122g01060_orf Gene @ chrig8:746021,748732

Vv18s0122g01060.t01_orf vvi18s01229g01060.t01_orf mRNA® chrig8:746021,748732

Vv18s0122g01060.t01.p01_orf Vvv18s0122901060.t01.p01_orf Polypeptide @ chr18:746021..748732

Vv18s50122g01060.t01.e6_orf vv18s0122g01060.t01.e6_orf Exon® chrig8:746021..746164

Vv1850122g01060.t01.p01 Vv18s0122901060.t01.p01 Polypeptide ® chr18:746021/ 748732

Vv18s0122g01060.t01.e5_orf vv18s0122g01060.t01.e5_orf Exon @ chrig8:746643.,.746760

Vv18s0122¢g01060.101.e5 vv18:0122g01060.t01.e5 Exon @ chri8:746643..746760

| ndels indel_Vv_1273703 vv_1273703 Indel ® chrig8:746783,746783

SNP_Vv_1273492 vv_1273492 SNP® chrig8:746825/746825

SNP_Vv_1273728 vv_1273728 SNPB chrid:7468431746843

SNP_Vv_1273483 vyv_1273483 SNP2 chri8:7468491745849

SNP_Vv_1273475 \Vv_1273475 SNP® chrig:746864,746864

S N PS SNP_Vv_1273711 vv_1273711 SNP® chrig:746864,746864

SNP Vv 1273463 vy 1273463 SNPB chri18:746883)746883

lN?A Nacer Mohellibi
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> URGI
“ Zoom on a SNP

SNP : SNP_Vv_1273492 V. vinifera

DB identifier Vv_1273492 Organism . Mame Vitis vinifera
Allele AIG Gnpsnpid 1273492
Taxon Vitis vinifera L.

Genome feature
Region: SNP Langth:

Location: chr18:746825 746825 forward strand

Overlapping Features
B Genome features that overlap coordinates of this SNP
Genes: 2, mRNAs: 2, Polypeptides: 2

Show all in a table =

1 Organism

MName Taxon Id
Vitis vinifera 29760

1 Data Sets

MName

URL
markersvitis12X

INRA

SCIENCE & IMPACT Nacer Mohellibi

Lists

This SNP isn'tin any lists. Upload
a list.

External Links
v =
GNP-SNP URGIVITIS12X =




UGl | . .
“4™ List of the species concerned

by this marker

Genotype results

AVAILABLE GENOTYPES

®

1234 » m |34 items found, displaying 1 to 10 | Display | 10 ¥ results per page

® Genotype name Taxon

1 2082 Mtp Witis vinifera subsp vinifera cv. Mehdik

2 S00GMip ‘itis riparia c¢v. Riparia Gloire de Montpellier
3 OhtpSE T Witis winifera L.

4 OhtpS36 Witis winifera L.

3 8011Mtp12 Witis berlandieri Planc h.

G Z25Mip2 \itis vinifera subsp vinifera cv. César

T OnMip1333 Witis vinifera L.

8 8003Mip1 Witis amurensis Ruprecht

8 J24Mtp1 Witis winifera subsp vinifera cv. Cabernet franc
10 1186Mip1 Witis winifera subsp vinifera ¢ v. Chirai obak

INQA Nacer Mohellibi
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Diversity in V. vinifera in the chrl8:
700K-800k region (1)

GnplS genotyping form: https://urgi.versailles.inra.fr/fGnpSNP/snp/genotyping/form.do

<)
L‘%RGI

Genotyping Genotyping form

!}

Marker set Select your marker sets

Add accessions by genu
Markers

Add accessions by pane
chris_715333_cC_T

chrilg_758761_cC_T
Add accessions by name chrls_ 75847 _C_T

Custom marker set| Chrl8_814711 A G
chrls_816244 A_G

chris_s82766_A_G

Selected acce
)
Accession &
Adreuli ske
_ Selected markers
Adreuli tetr v P 1-6 0f6 > M

AIREN Marker Marker type Taxon Remove
ALARKE chr18_715339_C_T SMP Witis vinifera L. x
- ALARINVER chrig_750761_C_T SNP Vitis vinifera L. x
== ALBILLA chri8_758407_C_T SNP Vitis vinifera L. X
ALBILLOD | chris_s14711_A_G SNP Vitis vinifera L. x




2}5361

Genotyping form

Diversity in V. vinifera in the chrl8:
/00K-800k region (2)

A B C D E G H I
GENOTYPING RESULTS [ 1 [markername AccessionMame Genotype type Genotype  Quality type Quality Experiment Genotyping array
2 |chrl8_814711 A G Wildbacherfruehblau genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
"] 4 1-10 of B0 3 chrl8_814711 A G LAIREN genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
4 chrlg_814711 A G SENA genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
Marker 5 chrlg_814711 A G TROUSSEAU NOIR genotype AG GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
chrigd B14711 A G 6 chrlg_814711 A G LADO genotype AL GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
_ 7 |chrl8_814711 A G ALVARELHAO genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
chrid 814711 A G 8 chrl8_814711 A G Tauberschwarz genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
chrid 814711 A G 9 chrlg_814711 A G Ceilladenoire genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
chr18 814711 A G 10 chrlB_814711 A G TOURIGAFRANCA genotype AA GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
chrig 814711 A G 11 chrl8 814711 A G Javorweiss genotype AA GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
12 chrl8_814711 A G TrincadeiradasPratas  genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
| chrig 814711 A G | 13 chrl8_814711 A G DERECHERO DE MUNIES. genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
chr1gd 814711 A G 14 chrl8 814711 A G MIGUELDEARCO genotype AL GrapeReSeq_lllumina_20K_experiment  GrapeReSeq_lllumina_20K
chri18 814711 A G 15 chrl8_814711 A G Heunischrot genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
chrig 814711 A o 16 chrl8_814711 A G TARRAGONI genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
17 chrl8_814711 A G E3207 genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
chrid 814711 A G 138 chrl8_814711 A G FORCALLAT TINTA genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
19 chrl8_814711 A G Savagninblanc genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
T, 20 chrl8_814711 A G VERDIL genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
Em 21 chrl8_814711 A G COMCA D???0RO genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
. 22 chrl8_814711 A G Limnio genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
23 chrl8_814711 A G ZALEMA genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
24 chrl8_814711 A G BERMEJUELA genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
GENOTYPING MATRIX 25 chrl8_814711 A G Bakatorroz genotype AN GrapeReSeq_lllumina_20K_experiment GrapeReSeq_lllumina_20K
1-100of& 4 < » ¥ | genotyping2928940581837811622 ¥J nEN! i
; : Adreuli ALCA? Adreuli ALMERIA
Marker | Accession ALBILLA skelkana ALARWIE ON AIREN ALLAREN ALEDO tetri MERA
chriB_BB2766 A G GG A A A AG
chr18_758407_C_T CC Ccc cc CC CC CC
chriB_816244 A G A A, AG Ay
chr18_750761_C_T TG TG CC CC CC CC
chr18_715339_C_T TG CC CC TT CC
chriB_814711_A_G AR AL AN AA AL
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« Jbrowse based on the Vitis12X.2 assembly

Learn more about this assembly:
https://urgi.versailles.inra.fr/Species/Vitis/Data-Sequences/Genome-
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Avallable soon: Vitis GWAS

More details on

. . GnpAsso:
GnplS Genetic Association form:
P | SS0C o o Poster #1128
https://urgi.versallles.inra.fr/assoclation/association/welcome.do  computer demo
.. GRAPHICAL DISPLAY .
Association January 13th 10:30 am
DETAILS Draw QQPlot pval v AN
Number of association analyses: 2
Number of panels: 1
Number of chromosomes: 13 )
MNumber of associated markers: 6327 Drﬂw Mﬂnhﬂttﬂn plDt: —IDg[vaII} ¥ "‘le\
Number of associated traits: 2
Number of phenotyping treatments: 0
Number OYQHEHOWDII’ICIVE{—\I’SI 1 E plDtS:
Draw Manhattan Plot: -log(pval) v M
=] Plots: bal logPval
I 569 0.245
onr 1 Chr2 Chr3 Chr4 Chr5 ChrB Chr7  Chr8  Chr@  Chr10 Chri1 Chr12  —solcap_ASA_MLMM_COF(K+Q) e
- —solcap_Asparagine_MLMM_COF(K+Q ., ..
* —solcap_Aspartate_MLMM_COF(K+Q) .., -,
“a;‘ 6 . —solcap_Brix_MLMM_COF(K+Q) 147 035
3 " —solcap_Citrate_ MLMM_COF(K+Q) 754 0123
= —solcap_DHA_MLMM_COF(K+Q) 23 0.639
© : —solcap_Erythritol MLMM_COF(K+Q) |12 os1s
:S_ . —solcap_Fructose MLMM_COF(K+Q) [128  ose2
2 4 o8 —solcap_Fucose MLMM_COF(K+Q)
o - -l —solcap_GABA MLMM COF(K+Q)
- . - . L . . . —solcap_Malate MLMM_COF{K+Q)
o » - —Flomediv_LCN
Le] 2 s ¢ . 1 —Flomediv_FS

Position of markers by chromosome

! —s1P9_Bouchet_2013_ASI8_Asreml
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https://urgi.versailles.inra.fr/association/association/welcome.do
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