N

N

Genomic variation in tomato, from wild to cultivated
José Blanca, Javier Montero-Pau, Christopher Sauvage, Guillaume Bauchet,

Eudald Illa, Maria José Diez Niclos, David Francis, Mathilde M. Causse,

Esther van Der Knaap, Joaquin Cafiizares

» To cite this version:

José Blanca, Javier Montero-Pau, Christopher Sauvage, Guillaume Bauchet, Eudald Illa, et al.. Ge-
nomic variation in tomato, from wild to cultivated. 12. Solanaceae Conference, Oct 2015, Bordeaux,
France. hal-02800701

HAL Id: hal-02800701
https://hal.inrae.fr /hal-02800701
Submitted on 5 Jun 2020

HAL is a multi-disciplinary open access L’archive ouverte pluridisciplinaire HAL, est
archive for the deposit and dissemination of sci- destinée au dépot et a la diffusion de documents
entific research documents, whether they are pub- scientifiques de niveau recherche, publiés ou non,
lished or not. The documents may come from émanant des établissements d’enseignement et de
teaching and research institutions in France or recherche francais ou étrangers, des laboratoires
abroad, or from public or private research centers. publics ou privés.


https://hal.inrae.fr/hal-02800701
https://hal.archives-ouvertes.fr

‘i;"" -"’
& - —
- - Y J’.~ e

The 12th Solanaceae Conference

October 25 -29, 2015
ENSEIRB Building, Talence

Bordeaux, France

https://colloque.inra.fr/sol 2015




OC-6
Genomic variation in tomato, from wild to cultivated

José Blanca®, Javier Montero-Pau®, Christopher Sauvage’, Guillaume Bauchet®, Eudald Illa%, Maria José Diez?,
David Francis¢, Mathilde Causse®, Esther van der Knaap? and Joaquin Cafiizares®

a Institute for the Conservation and Improvement of Agricultural Biodiversity (COMAV), Polytechnic University of Valencia,
Camino de Vera 8E, Valencia, 46022, Spain

b INRA, UR 1052 Unité de Génétique et Amélioration des Fruits et Légumes, Domaine Saint-Maurice, 67 Allée des Chénes
CS60094, Montfavet Cedex, 84143, France

¢ Syngenta seeds, 12 chemin de I’hobit, Saint-Sauveur, 31790, France

4 Department of Horticulture and Crop Science, The Ohio State University/Ohio Agricultural Research and Development
Center, Wooster 44691, OH, USA

Genomic variation of 1008 accessions of Solanum pimpinellifolium (SP) and S. lycopersicum (SL) was analyzed
with the SolCAP genotyping platform. The genotypes for the fruit shape and weight related genes were also
obtained. SP was clearly split in the PCA analysis in two distinct groups, one that covered Peru and Southern
Ecuador and another located in Northern Ecuador. Most of non-commercial S. lycopersicum var. cerasiforme
(SLC) samples were likely to be semi-domesticated intermediates between the wild and cultivated species, while
many commercial cherry tomatoes were dispersed in the PCA with the SPxSLL hybrids. The cultivated alleles for
most of the fruit related genes were already found in Ecuadorian and Peruvian SLC. Some of these SLC
accessions were collected in markets as cultivated tomatoes. These evidences suggested a first step in the tomato
domestication in Peru and Ecuador followed by a further increase in fruit size in Mesoamerica. The genetic
diversity indexes showed that the bottleneck in the tomato domestication occurred in the Andean to Mesoamerica
migration. The PCA showed that the vintage and modern tomatoes derived mainly from Mesoamerican SLL. A
rarefaction analysis showed only a moderately increase in the contemporary SLL variability. This increase is
compatible with only few introgressions from wild materials added to the vintage tomato gene pool to create the
contemporary materials.
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