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ABSTRACT

The research carried out at the biotechnology laboratory in Agriculture
faculty, Damascus University during 2009-2010. The study aimed to
investigate the genetic variability and similarity between 11 types of wild oat,
Avena fatua collected from different parts of Syria. ISSR technique was used
with 8 primers. All the primers gave polymorphic variation among the studied
oat genotypes and resulted in 56 allels with 100 % polymorphism. The
number of bands for each primers ranged from 6 at least for the primer
(ISSR- 35) and 11 bands for maximum with the primers (ISSR-40) with a
main of 7. The cluster analysis and the dendogram the highest genetic
similarity (84.15 %) between the plants collected from the cities Katana and
Jeroud (Damascus country side), while the plants collected from Khan Alsheh
city were separated in single group with a genetic distance of 31.21 from
other groups. The results indicated a great genetic variation among studied
oat genotypes in Syria.

Keywords: Wild oat, genetic characterization, genetic variability,
polymorphism, dedogramme, cluster analysis.
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