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A program to characterize disease susceptibility
in French ampelographic collections

i '-h e 2 & o
a—j‘ AN Tl TN =
=TSR 7 '.] *] AT o T
::p: A ”’~‘;;__ ] i = \:,‘\\"' ’ 4

MA

RODRIGUEZ CANO V.%, LACOMBE T.", MARCHAL C.2, WIEDEMANN-MERDINOGLU S.3, YOBREGAT 0.4, SERENO C.>, MOISY C.°, LE
CUNFF L.°, FLUTRE T.', DOLIGEZ A.", BIDEL L.", BACILIERI R.", DUCHENE E.>, SCHNEIDER C.3, LAMBLIN P.>, TORREGROSA L.,
BOURSIQUOT J-M.%, PEROS J-P.’

1 INRA, UMR AGAP, Université Montpellier, UMT Géno-Vigne, Montpellier, France; 2 INRA, CRB Vigne de Vassal-Montpellier, Université Montpellier, UMT
Géno-Vigne, Marseillan, France; 3 INRA, UMR SVQV, Université de Strasbourg, Colmar, France; 4 IFV, V'innopédle Sud-Ouest, UMT Géno-Vigne, Lisle-sur-

V Tarn, France; 5 IFV, Pole Matériel Végétal, UMT Géno-Vigne, Le Grau-du-Roi / Montpellier, France; 6 Montpellier SupAgro, UMR AGAP, Université
Montpellier, UMT Géno-Vigne, Montpellier, France.

INSTITUT FRANCAIS Contacts: thierrylacombe@inrafr ; cecilemarchal@inrafr ; jean-pierre.peros@inrafr

DE LA VIGNE ET DU VIN

The program (2018-2020) deals with the tolerance to major diseases directly impacting grape production on a large
panel of Vitis vinifera and hybrids varieties. Our aim is to better characterize the genetic resources in the Grapevine
Resources Center of Vassal-Montpellier and the main French ampelographic collections for their exploitation in the
short and medium term, either as alternative varieties or as genitors
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Objectives
\ - Genetic pool Samples Number

* Organise already existing data and field phenotype Cultivated V. vinifera df\:zrsci?yc;;ilglg:fe ;t2h7js 815 cultivare

diversified genetic resources I:> ot e :
. . rencn Catailogue ; new :
. Interspecific hybrids breeding ; others 229 cultivars
- Make available a synthetic knowledge to viticulturists Wild V. vinifera and
9 . . ye . o Representative diversity 202 accessions

and nurseries, breeders and the scientific community K other Vitis sp. /

* Nicolas et al. (2016)

e Develop a common phenotyping protocol

-~ Disease phenotyping .
E ~* Phenotype whole plants at the relevant stage —

in repository fields
A P Y  Gather existing data
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.« Document and advise growers
about variety potential
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| e Convert and format existing data
2 Database integration ¢ Integrate bibliography and passeport data

| | " Help breeders design their

e Submit new CropOntology traits ’ . ..
mating schemes taking into
account original germplasm

. . less susceptible to several
| ~* Use mixed statistical models bathogens
3 Statistical analysis ~+ Account for known confounders (e.g. spatial) 8
* |nclude all available genetic information -

. Establish study panels for
fundamental research on the
genetic determinisms related
to main disease resistance
traits

|  Phenotyping protocols, CropOntology, stat. scripts
4 Methods {md data -+ Datasets by disease and by sample
sharing e Scientific communication

VITIRA M A: an original and innovative approach

 Arich panel of genetic resources * Combine existing " Mixed " Data workflow from
studied for the first time for their data with new statistical the field to open
tolerance to various diseases observations models databases
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