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Introduction

‘Prunus Alignment’ is a collaborative European project aimed at
aligning genetic resources of plum and cherry towards the European
Collaborative Program for Plant Genetic Resources (ECPGR) AEGIS
concept of ‘A European Genebank Integrated System’. The project
aims to build upon progress made in the ECPGR PRUNDOC and
EU.CHERRY projects by expanding on the SSR analysis of accessions
of local and nationally important plum cultivars, and aligning
national datasets of SSR for cherry germplasm collections.

SSR analysis of plum accessions

Plum accessions were first analysed by SSR using capillary
electrophoresis, in order to identify and confirm unique genotypes for
potential inclusion in the European collection.

Accessions were selected based on prior identification in the ECPGR
PRUNDOC project and these were supplemented with newly identified
accessions from Estonia, Denmark, Hungary and the UK. A detailed
analysis of the findings has been submitted for publication (see below).
Loci and samples used for analysis are listed below.
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SSR analysis of plum accessions using
High Resolution Melting

A subset of samples will be analysed further using high resolution melt
profiles, to evaluate the possibility of using this technique to
differentiate genotypic (SSR) profiles within ECPGR.

The main subset of 60 samples will be analysed by HAO-Demeter (in
Greece) and a further subset of these will be replicated across labs in
Italy (IBBR-CNR and CREA), Latvia and the UK with a view to testing the
technique as a tool for germplasm management. Loci used for analysis
and partners involved in testing are listed below.
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1. University of Reading, School of Agriculture, Policy and Development, Whiteknights, Reading, UK,
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2. Institute of Horticulture, Latvia University of Life Sciences and Technologies, Graudu 1,3701 Dobele,
Latvia

3. INRA-Unité Expérimentale Arboricole, Domaine de la Tour de Rance, 47320 Bourran, France

4. Julius Kiihn-Institute, Institute for Breeding Research on Fruit Crops, Pillnitzer Platz 3a, D-01326
Dresden, Germany

5. HAO-Demeter, Inst. of Plant Breeding and Genetic Resources, 38 R.R. Station, 59035 Naoussa, Greece
6. Graminor, Njgsavegen 5, 6863 Leikanger, Norway

7. Estonian University of Life Sciences, Polli Horticultural Research Centre, Karski-Nuia, 69104 Viljandimaa,
Estonia

8. The University of Copenhagen, Dept of Agricultural Sciences, Hjbakkegrd Allé 21, 2630 Taastrup,
Denmark

9. NARIC, Department of Fruit Science, Park u. 2, H-1225 Budapest, Hungary
10.NIAB East Malling Research, New Road, ME19 6BJ East Malling, United Kingdom
11.Institute of Biosciences and Bioresources, CNR, Via Amendola 165A, 70126 Bari, Italy

12.Swedish University of Agricultural Sciences, Dept. of Plant Breeding, Fjdlkestadsvdagen 459, 29194
Kristianstad, Sweden

13.Croatian Agency for Agriculture and Food, Center of Pomology, Gorice 68b, 10000 Zagreb, Croatia
14.CREA, Research Centre for Olive, Citrus and Tree Fruit, Via la Canapona 1 bis, 47121 Forli, Italy
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o Marc Lateur, Centre Wallon de Recherches Agronomiques (CRA-W), Department of Life Sciences,
Breeding & Biodiversity Unit, Batiment Emile Marchal, Rue de Liroux 4, 5030 Gembloux, Belgium

Alignment of SSR data for national
cherry collections

SSR data, using ECPGR recommended primers, for cherry from national
datasets produced in Germany, Italy, Sweden, the UK, France and
Switzerland will be aligned. By selecting additional standard accessions
across these collections and genotyping at the site of analysis of the
EU.CHERRY dataset, alignment with these international data will also
be possible. Loci recommended by EU.CHERRY are listed below.
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Phenotypic descriptor data for plum accessions and all SSR data will
be submitted to the ECPGR Prunus database and formatted for
future inclusion in EURISCO.

Publications in progress

» Gasi, F; Sehic, |., et al.,, Genetic assessment of the pomological classification of plum Prunus domestica
accessions sampled across Europe (submitted).

References

1. Merkouropoulos, G., Ganopoulos, ., et al., (2017) Combination of high resolution melting (HRM)
analysis and SSR molecular markers speeds up plum genotyping: case study genotyping the Greek plum
GeneBank collection. Plant Genetic Resources: Characterization and Utilization 15(4): 366-375.

Acknowledgements

o Financial support for the project was provided by ECPGR under the ECPGR Phase IX Grant Scheme.




