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WELCOME TO VI CONGRESS OF THE SERBIAN GENETIC 
SOCIETY!

Dear colleagues,

Welcome to the 6th Congress of the Serbian Genetic Society. The Serbian 
Genetic Society (SGS) has been founded in 1968 and the first Congress 
organized by the SGS was held in 1994 in Vrnjacka Banja. Since then, the 
Congress of Serbian Genetic Society is held every five years. Over the past 
years, the Congress has grown from a national to an international meeting. 

The experience of the past meetings motivated our efforts to continue with 
this series with a clear tendency to strengthen the scientific connections 
among researchers from different European countries.

The Congress will focus on the most recent advances in genetics and on 
wide range of topics organized in 9 sessions and two workshops. Many of 
the presentations will be in lecture-like settings, but we hope that there will 
also be ample opportunities for informal interaction outside the scheduled 
sessions. 

The successful organization of the Congress has required the talents, 
dedication and time of many members of the Scientific and Organizing 
committees and strong support from our sponsors. I hope that you will 
find the Congress both pleasant and valuable, and also enjoy the cultural 
and natural beauty of Vrnjacka Banja.

Yours sincerely,

Branka Vasiljevic 
President of the Serbian Genetic Society
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GLIADIN ALLELE COMPOSITION AND TECHNOLOGICAL QUALITY TRAITS 
IN BREAD WHEAT GENOTYPES

Desimir Knežević 1, Aleksandra Yu. Novoselskaya-Dragovich 2, Aleksandr Kudryavcev 2, 
Nevena Djukić 3, Gordana Branković 4, Mirjana Menkovska 5, Danica Mićanović 6, 

Veselinka Zečević 7

1 University of Pristina, Faculty of Agriculture, Kosovska Mitrovica-Lesak, Serbia
2 Vavilov Institute of General Genetics, Russian Academy of Sciences, Moscow, Russia

3 University of Kragujevac, Faculty of Science, Kragujevac, Serbia
4 University of Belgrade, Faculty of Agriculture, Belgrade, Serbia

5 PSI Institute of Animal Science, Depart. of Food Technology and Biotechnology, 
Skopje, North Macedonia

6 Serbian Chamber of Commerce and Industry, Bеlgrade, Serbia
7 University of Megatrend Belgrade, Faculty of Biofarming, Backa Topola, Serbia

deskoa@ptt.rs

Gliadins are endosperm storage proteins of wheat seed, encoded by six genes which are 
located at the short arm of chromosomes 1A, 1B, 1D, 6A, 6B and 6D. Gliadins are important 
in determining baking quality traits of the flour. The aim of this work was identification of 
allele at Gli-1 and Gli-2 loci and their association with grain protein content, sedimentation 
volume and bread volume in wheat. The 10 wheat genotypes (G-3644-4, G-3619-3, G-3601-
4, G-3626-2, G-3622-1, G-3617-1, G-3611-2, G-3634-2, G-3639-1, G-3615-1) were included in 
this study. Gliadins extracted with 70% ethanol from endosperm of 20 seeds. The separation 
of gliadins conducted by using electrophoresis method on polyacrylamide gel in buffer at 
pH=3.1. Electrophoregrams used for determining Gli-1 and Gli-2 alleles. Technological 
quality parameters analyzed by standard laboratory methods. In analyzed wheat genotypes 
were identified 28 alleles at the six Gli- loci.   The 4 alleles at the Gli-A1, 5 alleles at the 
Gli-B1, 3 alleles at the Gli-D1, 5 alleles at the Gli-A2, 6 alleles at the Gli-B2 and 5 alleles at the 
Gli-D2 locus were identified. The grain protein content was the highest in G-3634-2 (15.20%) 
while the lowest GPC had G-3601-4 (12.20%). The highest protein sedimentation volume had 
wheat genotype G-3619-3 in (48.0 ml) while the lowest sedimentation volume had G-3644-4 
(35.0 ml). Loaf volume was the highest in G-3634-2 (550 ml) while the lowest was in G-3601-
4 (440 ml). The analysed wheat genotypes are genetically divergent according to Gli-allele 
composition and quality traits which characteristic of genotypes.

GLIADIN, ALLELES, POLYMORPHISM, QUALITY, WHEAT
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16S rRNA GENE POLYMORPHISM SUPPORTS CRYPTIC SPECIATION WITHIN THE LESSER 
BLIND MOLE RAT NANNOSPALAX LEUCODON SUPERSPECIES (RODENTIA: SPALACIDAE)

Vanja Bugarski-Stanojević 1, Gorana Stamenković 1, Duško Ćirović 2, Danica Ćirić 3,4,5, Oliver 
Stojković 6, Jelena Veličković 6, Dragan Kataranovski 1, Ivo R. Savić 1

1 Institute for Biological Research “Siniša Stanković”, University of Belgrade, 
Belgrade, Serbia

2 Faculty of Biology, University of Belgrade, Belgrade, Serbia
3 Genetics and Physiology of Hearing Laboratory, Institut Pasteur, Paris, France

4 Inserm Unité Mixte de Recherche en Santé 1120, 
Institut National de la Santé et de la Recherche Médicale, Paris, France

5 Complexité du Vivant, Sorbonne Universités, Paris, France
6 Institute of Forensic Medicine “Milovan Milovanović”, University of Belgrade, 

Belgrade, Serbia

vanjabs@ibiss.bg.ac.rs

Among 26 genera of Palaearctic mammals, the genus Nannospalax has the highest karyotype 
variability with 74 chromosomal forms (CFs). Taxonomic effects i.e. implications to phylogeny 
and speciation process of such chromosomal variety are still lacking, especially among 25 
reported CFs of South-European N. leucodon superspecies. Many cryptic species are under 
serious threat of complete disappearance, with population declines in Europe. As genetic 
discrepancies for the majority of them are missing, we analyzed nucleotide sequence 
polymorphism of the mitochondrial 16S rRNA gene between eight N. leucodon CFs and also 
add for the first time nucleotide sequence data for three CFs: monticola, montanoserbicus 
and syrmiensis. Further, including 40-57 years old teeth we evaluate the usefulness of the 
archived samples, e.g. from museums and other old collections as starting material for 
phylogenetic analysis. The topology of the Bayesian Inference tree is in agreement with the 
traditional taxonomic separation of recent blind mole rats. Among the three superspecies, the 
genetic diversity was lowest in N. ehrenbergi (0.004-0.031), highest in N. xanthodon (0.009-
0.063) and intermediate in N. leucodon (0.008-0.055). The comparable scale of evolutionary 
divergence among N. leucodon CFs and among species from the genus Spalax supports our 
previous proposal that seven reproductively isolated CFs should be considered to be cryptic 
species and thus protected from extinction in their natural habitat.

16S rRNA GENE, CRYPTIC SPECIATION, KARYOTYPE EVOLUTION, CONSERVATION, 
MUSEUM ARCHIVED SAMPLES
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