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55 - Comparative analysis of genetic diversity among cultivated wheat (Triticum

aestivum L.} and its related species using microsatellite markers.

Srbislav Dencic!, Sanja Mikic!, Dragana Trkulja!, Ana Marjanovic-Jeromela®, Nikola Hristov2.

1 - Institute of Field and Vegetable Crops, Novi Sad, Serbia, 2 - Chemical Agrosava, Palmira
Toljatija 5/IV, 11070 Novi Beograd, Serbia.

Presenting author: Ankica Kondic-Spika [~ ankica.spika@ifvcns.ns.ac.rs

One of the prerequisites for further improvement of wheat is the assessment of genetic variability of wild
relatives, for the identification of desirable traits that can be used for the genetic enhancement of elite
material. The aim of this study was to analyse the polymarphism of 15 microsatellite loci in the collection
comprising of 40 genotypes of bread wheat (Triticum aestiwum L.), 32 genotypes belonging to other
species within Triticum genus, and 3 genotypes from Aegilops genus. The results showed high level of
genetic diversity present in the collections of cultivated wheat and its relatives. In the collection of bread
wheat genotypes, 119 alleles were detected, while in related species 157 alleles were identified. The
awerage gene diversity of 0.68 and 0.81 were found in cultivated wheat and relatives, respectively. The
awerage PIC value in bread wheat was 0.65, and in related species was 0.79. Different dominant alleles
were identified in the collections of bread wheat and related species at 9 out of 15 examined loci. Higher
number of alleles in the collection of related species was found at 10 loci, while at three loci (Xbarc12,
Xgwm284 and Xwmc457) higher number of alleles was found in bread wheat genotypes. The two loci
(>gwmd495 and Xgwm3) had the same number of alleles in both groups of genotypes. Analyses of
individual genomes indicated that only the A genome had similar genetic variability indicators in the both
groups of genotypes, while genetic diversities of the B and D genomes in the cultivated wheat were
significantly reduced in relation to the other species. All analysed parameters of genetic diversity showed
significantly higher level of polymorphism present in the wild relatives than in the cultivated bread wheat,
indicating a huge potential of using wild related species as a source of new genetic variability for further

improvement of agronomicaly important traits in bread wheat.



