
HAL Id: hal-02740557
https://hal.inrae.fr/hal-02740557v1

Submitted on 2 Jun 2020

HAL is a multi-disciplinary open access
archive for the deposit and dissemination of sci-
entific research documents, whether they are pub-
lished or not. The documents may come from
teaching and research institutions in France or
abroad, or from public or private research centers.

L’archive ouverte pluridisciplinaire HAL, est
destinée au dépôt et à la diffusion de documents
scientifiques de niveau recherche, publiés ou non,
émanant des établissements d’enseignement et de
recherche français ou étrangers, des laboratoires
publics ou privés.

Genome wide associations for metabolic traits in tomato
Guillaume Bauchet, S. Grenier, N. Samson, J. Bonnet, L. Grivet, E. Bolygo,

C. Baxter, Mathilde M. Causse

To cite this version:
Guillaume Bauchet, S. Grenier, N. Samson, J. Bonnet, L. Grivet, et al.. Genome wide associations
for metabolic traits in tomato. Applied Vegetable Genomics, Feb 2014, Vienne, Austria. pp.28, 2014.
�hal-02740557�

https://hal.inrae.fr/hal-02740557v1
https://hal.archives-ouvertes.fr


YISCEA
Vien na International Science
Conferences and Events Association

1nternational Conference

Applied Vegetable
Genomics

Programme and Abstracts

Vien na, Austria
19 - 20 February 2014



N 4. Genome Wide Associations for Metabolic Traits in Tomato
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Modern breeding has impacted fruit composition, inducing low volatile content and therefore low
organoleptic quality. Genome-wide association studies (GWA5) have been successful in identifying genes
involved in polygenic traits notably in tomate, and can be used for crop improvement. We used an
association panel including 70 wild relative (5. pimpinellifollium), 170 admixed (5.1. cerasiforme) and 50
domesticated (5. Iycopersicum) accessions, to perform GWA5 with 12000 5NPs and a set of metabolic traits
including a range of volatile compounds. We found significant associations for 84 loci with a total of 17
traits. Identified loci were consistent with QTL previously discovered (for guaiacol and sugars), while new
loci were identified (for example for phenylacetaldehyde). These results present (1) a list of candidate loci to
be validated and (2) a powerful analytical approach for finding genetic variants to be used for crop
improvement and deciphering the genetic architecture of complex traits.
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