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 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.  

 

 

 

 

 

 

 

 

 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, J., et al., Genetic assessment of the pomological classification of plum Prunus domestica 

accessions sampled across Europe (submitted). 
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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. 

 

  
  

 

 

 

 

 
 

 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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Partner 

Samples Analysed 

Total 
PRUNDOC 

Prunus 
Alignment 

France 2 16 18 

Germany 4 3 7 

Greece 4 3 7 

Italy 4 10 14 

Latvia 3 6 9 

Norway 3 2 5 

Sweden 5 1 6 

Belgium 7 - 7 

Serbia 4 - 4 

Slovenia 4 - 4 

Estonia - 5 5 

Denmark - 5 5 

Hungary - 6 6 

UK - 7 7 

Locus Size range (bp) 

UDP 98-407 157-231 

Pac A 33 169-254 

CPSCT 026 165-216 

BPPCT 040 118-154 

BPPCT 007 121-159 

BPPCT 014 186-289 

BPPCT 034 213-277 

UDP 96-005 92-169 

Figure 1. 
Map showing the origin of accessions. Countries sampled only in 
PRUNDOC (light green), countries sampled further in Prunus 
Alignment (striped green), and countries sampled only in 
Prunus Alignment (dark green) are highlighted. 

Partner Samples 
Analysis/ 

Replication 

Greece 60 Analysis 

Italy (11) 24 Replication 

Italy (14) 24 Replication 

Latvia 24 Replication 

UK 24 Replication 

Figure 2. 
Map showing the distribution of analysis. All 
samples will be initially analysed in Greece (dark 
green), followed by replication in partner 
countries (striped green) as highlighted. 

Partner Samples 

Germany 100 

Italy 150 

Sweden 20 

UK 300 

France ~200 

Switzerland ~400 

EU.Cherry 324 

Figure 3. 
Map showing the origin of analysed accessions. Countries with data supplied from EU.CHERRY (light 
green), countries with data supplied only from national programs (dark green), and countries with data 
from both national programs and EU.CHERRY (striped green) are highlighted. 

Locus Size range (bp) 

EMPa002 100-132 

CPSCT038 185-205 

CPPCT022 204-228 

BPPCT034 210-255 

CPPCT006 173-202 

PAV-Rf-SSR 351-361 

EMPaS02 124-156 

BPPCT037 117-170 

EMPaS06 226-278 

EMPa004 178-206 

EMPa017 227-250 

EMPa018 95-106 

EMPaS12 100-149 

EMPaS14 170-216 

Locus Size 

BPPCT034 228 

BPPCT037 155 

PceGA34 155 

PS12A02 200 

UCD-CH17  188 

UDAp-404  181 

UDP96-001 120 


