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ABSTRACT

The present research was conducted in biotechnology laboratory at the faculty of Agriculture-
Damascus University during the year 2010-2011. Six barley genotypes were grown in addition to two
varieties white Arabi and black Arabi which have been utilized as a control in the research. To study the
genetic diversity and to determine the degree of genetic relationship among these genotypes using inter
simple sequence repeats (ISSR) technique have been used. The used primers proved its efficiency in
showing polymorphism among the studied genotypes and the local varieties which resulted in a seventy
one alleles. The percentage of this polymorphism reached 86.40%. The number of bands for each primer
accounted to a minimum of two bands for the primer (ISSR-34) and a maximum of seven bands with the
primers (ISSR, 9-4-43) with an average of five bands for each primer. Both cluster analysis and
dendogram showed that the highest degree of genetic relationship was between white Arabi and black
Arabi varieties with a genetic distance of (8.41), followed by the two genotypes Acsad 1632 and Acsad
1670 with a genetic distance of (10.11). These results indicated the genetic diversity of the studied
genotypes.

Key words: barley, cluster analysis, genetic diversity , molecular characterization, polymorphic,
dendogram.
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