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Genetice Diversity of Commercial and Iranian Native Rootstocks of Apple by SSR
Technique
Lotfali Naseri"2, Reza Darvishzadeh®*, Mahdi Rustaei' >
1-Horticulture Department of Urmia Universit 2-BioScience and Biotechnology Research Institute
of Urmia University 3- Agronomy and Plant Breeding Department of Urmia University

Abstract:

Genetic diversity was evaluated among some Iranian native and commercial apples rootstocks by
SSR technique. DNA was extracted by Dellaporta protocol. Among 40 primers tested, 15 primers
showed high polymorphism. Size of bands was between 100-3500 bps. SSR bands were scored
from the gel as presence (1) or absence (0). The genetic similarities were calculated from the SSR
data using the Nei similarity index in Phyltools software. Cluster analysis was performed using
Neighbor-Joining algorithm using Phylip software. The genetic relatedness analysis produced 3
meaningful clusters in accordance with morphological and geographic origins of the accessions.
The greatest genetic difference was between M26 and Azayesh.
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