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Genomic selection Is a breeding method that uses increasingly abundant
genomic Iinformation and statistical modelling to select superior genotypes Training Genotyping
based on genomic estimated breeding values (GEBV). The aims of the H ropulation g Phenobyping
PeaMUST work-package 1 are : 1- to build a genomic selection prediction

equation for yield stability in low-input cropping systems, 2- to implement a

genomic selection program and, 3- to evaluate the genetic progress obtained

after one and two genomic selection cycles. A classical GEBV breeding ”H
scheme was defined.
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The GBLUP statistical method was selected to develop the
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GEBYV prediction equation. 9 traits were retained for prediction P J POp

based on their prediction accuracies (Q?) and importance in the Genomic estimated breeding values
breeding scheme. have been computed for the 1262
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Prediction accuracies (Q?2) in spring pea training population for 7 traits
- 16 environments 2013-2014-2015 - 300 genotypes

Genomic selection programs are currently developed In spring pea, conventional winter pea and photoperiodic winter pea.
Implementation in spring pea has provided the first GEBV equation and a selection index built from 9 important traits. Based on
the GEBYV, the superior genotypes were selected as progenitors for the second generation of genomic selection. They will be
evaluated under field conditions in 2017-18 to measure the genetic gain and the breeding method efficiency.

INRA Dijon

e ~ : 2 ‘ Ao saianalpsLARECHRCHE I
£ - A r%COI le Liberté ¢ E"gah'té « Fraternité - \ = ""-.‘ = ! ...-'
U M R Ag rO e CO I O g I e i EPUBLIQUE NCAISE Lif:erté « Egalité « Fraternité \
L le | MINISTERE EPUBLIQUE FRANCAISE N
1 7 Fue S u I Iy Unité de Recherche DE L'AGRICULTURE NS ! N R
, ‘L | L [ . ——

L4

DE L’AGROALIMENTAIRE

21065 Dijon Cedex oot [ = e SCIENCE & IMPACT

;‘II |
w3
¥



http://www.inra.fr/

