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Rose is one of the most important ornamental plants in the world. Rose has a long 

history of breeding. A number of species of wild roses that are famous to Rosa canina, and in 
various parts of Iran, scattered. But unfortunately, comprehensive information about this 
species no available .Wild Rose is one of the most important shrub that contains vitamin c. 
Roses grow in many areas of the country as wild. Wild roses for having high potential for 
tolerance or resistance to environmental stress and various disease-causing soils to be fitted, 
as one of the rootstock of optimal and suitable for commercial rose growing to be used. This 
research in order to assess the genetic diversity of wild rose was down. 27 genotype studied 
wild rose from three different Maragheh County areas was collected and genetic diversity of 
this genotypes using morphological markers was evaluated. Morphological traits could mean 
for somewhat significant differences between genotypes. The length of the petals and the 
width attribute of the petals, the flower petal length diameter maximum diameter flowers with 
seed number the lowest positive correlation at the level of 1%. In a cluster analysis, based on 
Euclidean square distances, genotypes divided to five groups. RG7 genotype was in the 
extreme distance from other genotypes that indicated distinction of this genotype of the other 
genotypes. The geographic position of the genotypes almost no effect on cluster analysis of 
genotypes. Because the genotype of the area from the same collection, a collection of 
separate group were. Analysis of the main component, eight main factors could total 9/82% 
of the total variance to justify. In General, analysis of the main component of qualitative and 
quantitative traits, 11 in the form of two main components I and II, the greatest share (33.5 
%) justify. A specific difference in the plot bypass was that cluter analysis test, RG9 alone in 
a group was located and in close distance of genotype 8RG and 11RG. Cluster analysis of the 
formation of a group of genotypes showed farthest 7RG. In biplot analysis, genotypes RG1 
was located the farthest distance of other group. But in a cluster analysis, 1RG genotype 
group was very near 12RG. 

  


