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ABSTRACT. Chloroplast (cpDNA) and mitochondrial DNA (mtDNA) 
were analyzed to establish genetic relationships among Tunisian plum 
cultivars using the polymerase chain reaction restriction fragment 
length polymorphism (PCR-RFLP) technique. Two mtDNA regions 
(nad 1 b/c and nad 4 1/2) and a cpDNA region (trnL-trnF) were 
amplified and digested using restriction enzymes. Seventy and six 
polymorphic sites were revealed in cpDNA and mtDNA, respectively. 
As a consequence, cpDNA appears to be more polymorphic than 
mtDNA. The unweighted pair group method with arithmetic mean 
(UPGMA) dendrogram showed that accessions were distributed 
independently of their geographical origin, and introduced and local 
cultivars appear to be closely related. Both UPGMA and principal 
component analysis grouped Tunisian plum accessions into similar 
clusters. The analysis of the pooled sequences allowed the detection of 
17 chlorotypes and 12 mitotypes. The unique haplotypes detected for 
cultivars are valuable for management and preservation of the plum 
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local resources. From this study, PCR-RFLP analysis appears to be a 
useful approach to detect and identify cytoplasmic variation in plum 
trees. Our results also provide useful information for the management 
of genetic resources and to establish a program to improve the genetic 
resources available for plums.
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