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Table 2. Genetic dissimilarity based on Fay measurements (Nei 1972), and the relationship between genetic distance (GD)
(upper part) and geographic distance km (lower part).
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Table 2. Genetic Diversity within populations of sunn pest: number of markers, number of polymorphic loci, observed number

of markers, effective number of markers, and gene diversity.
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Table4. Analysis of population genetic structure using AFLP marker analysis: Total gene diversity (H;), Gene diversity within
populations (Hy), Coefficient of gene differenation (Gg) and estimate of gene flow (Nm).
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Abstract
Ali, L., M. El Bouhssini, S. Udupa, M. Baum and M. Nayef Al-Salti. 2010. Genetic Variation Among Sunn Pest
Eurygaster integriceps Put. Populationsin Some Countries of West and Central Asia. Arab Journal of Plant Protection,

28: 1-8.

The objective of this study was to study genetic variation of Sunn pest populations collected from six countries (Irag, Iran, Uzbekistan,
Kazakhstan, Turkey and Syria). 19 populations of Sunn pest was stydied using AFLP (Amplified Fragment Length Polymorphisms)
technique. The Nei’s measures of genetic distance ranged from 0.4275 (between Andijan from Uzbekistan and Varamin from Iran) to 0.029
(between Kermanshah and Marvdasht in Iran). There was no significant correlation between genetic distance and geographic distance
(R=0.27). Genetic differentiation Gy was small in al countries and the highest genetic differentiation was in Uzbekistan (Gst=0.26). The rate
of gene flow between countries was high (Nm= 3.9034), indicating high rate of migration between countries. Based on cluster anaysis the
highest genetic diversity was observed in Uzbekistan; thisindicates that the center of origin of Sunn pest may be around this country.
Keywords: Genetic variation, Gene flow, Eurygaster integriceps, DNA, AFLP.
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