Allozymic variability in beech (Fagus orientalis Lipsky) forests over Hyrcanian zone
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Abstract
Genetic variation of Fagus orientalis Lipsky was investigated in 14 populations of Hyrcanian forests in the North of Iran. Within populations, average for the proportion of polymorphic loci (95 % criterion), the number of alleles per locus, effective number of alleles, the expected average heterozygosity, and the observed average heterozygosity were 100, 3.3, 1.341, 0.191, 0.174, respectively. Overall, 30 rare alleles (less than 5% of the allele frequency) were detected. 

The present study reveals significant allelic frequency differences between populations with a small absolute of genetic differentiation with no pattern related to geographic distance. The genetic differentiation between populations measured by Wright’s F-statistics does not deviated significantly from zero. A slight deficiency of heterozygotes as compared with Hardy-Weinberg expected proportion was found in the majority of populations.
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