
©FUNPEC-RP www.funpecrp.com.brGenetics and Molecular Research 12 (4): 5310-5320 (2013)

Molecular analysis of East Anatolian 
traditional plum and cherry accessions using 
SSR markers 
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ABSTRACT. We conducted SSR analyses of 59 accessions, including 
29 traditional plum (Prunus domestica), 24 sweet cherry (Prunus 
avium), and 1 sour cherry (Prunus cerasus) selected from East 
Anatolian gene sources and 3 plum and 2 cherry reference accessions for 
molecular characterization and investigation of genetic relationships. 
Eight SSR loci [1 developed from the apricot (UDAp-404), 4 from the 
peach (UDP96-010, UDP96-001, UDP96-019, Pchgms1) and 3 from 
the cherry (UCD-CH13, UCD-CH17, UCD-CH31) genome] for plum 
accessions and 9 SSR loci [5 developed from the cherry (PS12A02, 
UCD-CH13, UCD-CH17, UCD-CH31, UCD-CH21), 3 from the peach 
(Pchgms1, UDP96-001, UDP96-005) and 1 from the plum (CPSCT010) 
genome] for cherry accessions were used for genetic identification. A 
total of 66 and 65 alleles were obtained in the genetic analyses of 31 



©FUNPEC-RP www.funpecrp.com.brGenetics and Molecular Research 12 (4): 5310-5320 (2013)

plum and 28 cherry accessions, respectively. The number of alleles 
revealed by SSR analysis ranged from 4 to 14 alleles per locus, with 
a mean value of 8.25 in plum accessions, and from 5 to 10 alleles per 
locus with a mean value of 7.2 in cherry accessions. Only one case of 
synonym was identified among the cherry accessions, while no case 
of synonym was observed among the plum accessions. Genomic SSR 
markers used in discrimination of plum and cherry accessions showed 
high cross-species transferability in the Prunus genus. Because of 
their appreciable polymorphism and cross species transferability, the 
SSR markers that we evaluated in this study will be useful for studies 
involving fingerprinting of cherry and plum cultivars.
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