Genetic Structure of Mediterranean Fruit Fly (Ceratitis capitata) Populations in Turkey 
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The Mediterranean fruit fly (medfly) Ceratitis capitata (Wiedemann), is one of the world‘s most important insect pests. This polyphagous species damages a various of agricultural pruducts. C. capitata widely distributed around the World and cause huge economic losses annually. SSR markers have been employed to determine the sources of origin, invasion and genetic structure in insects. In this study our aims are to understand of population genetic structure of med fly in Turkey, and to improve our knowledge about gene flow among populations in this invasive species. High levels of genetic diversity were found in studied populations. The number of alleles per locus varied from 10 (Ccmic 14) to 18 (Ccmic 9), with an average of 13.38 ± 2.67. The mean number of effective alleles defined per locus was 5.49 ± 2.22. The highest number was observed at Ccmic6 with 8.46; the lowest value was at Medflymic 25 with 2.49. Observed and expected heterozygosity values were 0.68 ± 0.21 and 0.79 ± 0.12, respectively. Ho values changed from 0.21 (Medflymic 25) to 0.82 (Ccmic 15); He values changed from 0.61 (Ccmic 8 and Medflymic 25) to 0.89 (Ccmic6). In all loci, population differentiation and gene flow values determined as 0.14 and 1.14 respectively. The mean number of alleles and mean number of effective alleles values were 6.88 (Mersin), 7.75 (Yalova) and 3.61 (Adana), 3.92 (Yalova), respectively. The observed and expected heterozygosity values changed from 0.63 (Adana) to 0.71 (Yalova) and 0.67 (Mersin) to 0.72 (Yalova). In the study we obtained important information about the genetic structure and distribution pattern of medfly populations. The information from population genetic studies should be used in establishing alternative control strategies to fight this economicaly important pest sepecies.

