
 280

 
1. Myres NM, Rootsi S, Lin AA at al. (18 co-authors). A major Y-chromosome haplogroup R1b Holocene era foun-

der effect in Central and Western Europe // Eur. J. Hum. Genet. – 2011. – Vol. 19,  1. – P. 95–101. 
2. Rootsi S, Myres NM, Lin A.A. (33 co-authors) Distinguishing the co-ancestries of haplogroup G Y-chromosomes 

in the populations of Europe and the Caucasus // Eur. J. Hum. Genet. – 2012. – Vol. 20,  12. – P. 1275–1282.  
3. Semino O, Magri C, Benuzzi G. at al. (16 co-authors) Origin, diffusion, and differentiation of Y-chromosome hap-

logroups E and J: inferences on the neolithization of Europe and later migratory events in the Mediterranean area // 
Am. J. Hum. Genet. – 2004. – 74 (5). – P. 1023–1034.  

4. Underhill P.A., Myres N.M., Rootsi S. (34 co-authors). Separating the post-Glacial coancestry of European and 
Asian Y chromosomes within haplogroup R1a // Eur. J. Hum. Genet. – 2010. – 18 (4). P. 479–484.  

5.  . .  Y     , , -   -
        : . . . . 
. – ., 2011. – 26 . 

6.   : .  .  / . . . . , . . . – 
.: , 2003. – 459 . 

 
AGDZHOYAN A.T. 1, UTEVSKA . . 5, SKHALYAKHO R.A. 2, DIBIROVA KH.D. 2, 1,  
POCHESHKHOVA E.A. 3, 2, YUSUPOV Y.M. 4, MANSUROV R.I. 2, NAUMOVA E.A. 6,  
ATRAMENTOVA L.A. 5, BALANOVSKA E.V. 2, BALANOVSKY O.P. 1, 2 
1 Vavilov Institute for General Genetics, Russian Academy of Sciences 
Russia, 119991, Moscow, GSP-1, Gubkin 3, e-mail: aagdzhoyan@gmal.com 
2 Research Centre of Medical Genetics of the Russian Academy of Medical Science 
Russia, Moscow 
3 Kuban State Medical University, Krasnodar, Russia 
4 Institute for Humanities Research of the Republic of Bashkortostan, Ufa, Russia 
5 V.N. Karazin Kharkiv National University, Kharkiv, Ukraine 
6 Lomonosov Moscow State University Moscow, Russia 
 
TRACES OF ANCIENT MIGRATIONS IN THE CRIMEAN AND KAZAN TATARS GENEPOOLS:  
THE ANALYSIS OF Y-CHROMOSOME POLYMORPHISM  
Aims. The comparative analysis of gene pools of the Crimean and Kazan Tatars by the Y chromosome 
markers. Methods. The molecular, statistical and cartographical methods were used. Results. A high 
heterogeneity and lack of a dominant haplogroup were found for the gene pool of Crimean Tatars. 
Conclusions. The Crimean Tatars gene pool includes the «Middle Eastern», «Mediterranean» and, to a lesser 
extent, «Asian» haplogroups, and for Kazan Tatars the «Finno-Ugric» haplogroups are typical. The gene 
pools of the Crimean and Kazan Tatars are placed on the different «poles» of the genetic space of Eurasian 
Turkic peoples. 
Key words: Y-chromosome haplogroup, population, gene pool, Crimean and Kazan Tatars. 
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ROLE OF SINGLE NUCLEOTIDE POLYMORPHISM +276G/  OF ADIPONECTIN GENE  
(ADIPOQ) IN RISK OF TYPE 2 DIABETES MELLITUS DEVELOPMENT 
Aim. To examine the association of single nucleotide polymorphism (SNP) +276G/  ADIPOQ gene with 
Type 2 diabetes mellitus in slavonic population of Kharkov – Ukrainians and Russians. Methods. SN  ADI-
POQ was detected in 544 type 2 diabetic patients and 140 subjects without ischemic heart disease, arterial 
hypertension and diabetes. Genotyping of the SNP was performed by using the polymerase chain reaction – 
restriction fragments length polymorphism method. The statistical analysis was made, genotype and allele 
frequencies were tested by 2. The Odds Ratio (OR) was calculated and a 95 % confidence interval (CI) was 
provide. Results. The genotype frequencies were consistent with Hardy-Weinberg equilibrium in both 
groups. Frequency of G allele is 0.69 in control group, and 0.60 in patients. The TT genotype was present in 
8.6 % of control subjects, and in 16.6 % of patients (p<0.05). The TT genotype was associated with 
increased risk for type 2 diabetes mellitus (OR=2.00; CI 1.05-3.78; p<0,05). Homozygosity for major allele 
was associated with decreased risk of disease (OR=0.66; CI 0,45-0,96 p<0,05). Conclusion. The TT genotype 
is a factor of increased risk for type 2 diabetes mellitus in the slavonic population.  
Key words: SNP 276 G/T adiponectine ADIPOQ, type 2 diabetes mellitus. 


