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[Legume breeding and management for sustainable
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Deliverable D7.1

Project public website

Due date: 31 March 2014

Actual submission date: M3

Project start date: 1% January 2014  Duration: 48 months
Workpackage concerned: WP7

Concerned workpackage leader: Dunixi Gabifia. IAMZ-CIHEAM

Dissemination level: PU (public)
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|. Objectives

The LEGATO Website http://www.legato-fp7.eu/ is the most important dissemination tool,
including all relevant information of the project and its activities and results. The web is
aimed at external and internal users. Results and progress of the project are also published
on the web as a tool to communicate with the stakeholders involved.

Il. Deliverable procedure

The present sections (they may evolve with the project) are:

e Homepage-Summary

e Project Overview

e Consortium (logos and links to each institution)
e Management Structure

e Scientific Methodology and Work Packages

e Events & Meetings

e Media centre

e Glossary
e Intranet. This section is managed by INRA Transfert through their Collaborative
Platform

The deliverable has been produced by IAMZ-CIHEAM with its own personnel, in agreement
with the LEGATO Coordinator (Dr. Richard Thompson; INRA Dijon) and following the
suggestions from the WP8 (Management) leader (Caroline Sautot, INRA Transfert). The
design of the LEGATO logo and banner has been produced by a graphical design company.

l1l. Conclusion

The LEGATO website is operational since the beginning of the project and will be an
important tool for dissemination and for internal communication via the Intranet.
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Annex 1: Graphical material
See below some of the LEGATO Web sections

Home page
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Consortium

....more institutions and companies
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Management structure
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Scientific Methodology and Work Packages

LEGATO Work Breakdown Structure
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|wP1: Genetics and new breeding tools and material (Lead: CRA) v

WP1: Genetics and new breeding tools and material (Lead: CRA)

The effort in this work package will be divided between generic marker generation, in the frameswark of the pea genome sequencing
programme, and the development of genetic material for analysis of developmental traite. This warkpackage invalves the
identification, distribution and deployment of allelic variation. Allelic variation with respect to aspects of fedility will be examined -
the duration of the flowering period in pea and the ability to self-pollinate without insect tripping of flowers in faba bean

fautofertility). WP1 will develop genetic markers for traits studied in ather WPs and specific antinutritional metabolites in two of aur
target species. The real gain achievable fram marker assisted selection will be assessed. Of our target crop species pea, despite
having the mast advanced genetics, lacks same important resources which we will develop. We will relate genetic maps to
sequence data and deploy novel variation fram wild pea species in discrete segments using chromosame substitution lines

Finally we will characterize the allele distibution in the main species of lupin cultivated in Europe. The SME participants will
provide locus specific assays (SFH) and multi locus assays (GXP). The Pea genome Sequencing project is an international
consortium devoted to applying ion sequencing technology (NGS) to elucidate the large (ca. 4.5 Gh) P sativum
genomic sequence. LEGATO will pravide highly dense bin mapping SNPs, using RAD markers (Baird et al.), obtained by
re-sequencing a set of F2 individuals from a cross betwesn the variety Caméor and a distantly related wild pea accession

WP2: Biotic stress resistance (Lead: CSIC)

Crop germplasm screens (pea, faba bean, grass pea) will be used to identify novel sources of resistance against weevils (both
Sitana and Bruchus) and aphids, and to Ascochyta hlights using several locations. To complement existing fungal resistance
genes, additional sources of resistance will he searched for, playing particular attention to pre-penetration stages, such as
papilla-based , and their with gene known to confer this type of resistance in other crops will be
tested. The availahility of NGS sequence data will be exploited 1o refine markers for resistances against Mycosphaerella pinades,

Aphanomyces euteiches and insect pests. Knawledge on patyvins resistance available for pea will be extended and applied ta
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Events & Meetings
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Intranet

LEGATO Intranet is managed by Inra Transfet
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