
The Byelorussian populations are from three regions of the Re-
public of Belarus (Grodno, Bobruisk, and Mjadel areas); the Rus-
sians are from the Kholmogory town of the Russian Federation
(Arkhangelsk district); and the Ukrainian populations are from the
Kiev and L’vov areas of Ukraine. The Mordva-Moksha (Staro-
Shaiginsk and Romodanovsk areas of Mordva Republic), the
Bashkirs (Ilishevsky, Abzelilovsky, Sterlibashevsky, Arkhangel-
sky, and Beloretsky districts of Bashkir Republic), the Komi-Zyr-
jan (Sysolsky district of Komi Republic), the Tartar (Almetyevsk
town of Tartar Republic), and the Mari (Zvenigovsk area of Mari
Republic) populations present distinct ethnic groups of the region
between the Volga River and the Ural Mountains in Russia. East-
ern Slavonic populations (Russians, Byelorussians, Ukrainians) are
Caucasoids; other populations were considered as admixture pop-
ulations with different levels of a Mongoloid component.

Blood samples were collected in EDTA vacutainer tubes from
healthy unrelated volunteers belonging to a native ethnic group of
the regions studied. DNA was isolated by phenol-chloroform ex-

traction (1). The PCR amplification was performed using a Perkin
Elmer Cetus thermal cycler. DNA samples (100–200 ng of total ge-
nomic DNA for one reaction) were amplified with 20 �L of mas-
ter mix containing: D1S80 primer pair (2) (each at 5 pM), 1X PCR
Buffer (containing 10 mM Tris-HCl pH 8.3, 50 mM KCl, 1.5 mM
MgCl2), 200 �M of dNTP, and 1U native Taq polymerase™ (all
reagents from MBI Fermentas). Optimized cycling conditions
were: 94°C for 2 min, 30 cycles at 92°C for 30 s, 65°C for 30 s,
72°C for 45 s, and 72°C at 5 min. The amplified products were de-
tected by vertical polyacrylamide gel (25 cm long; 6%T, 2.5%C,
and TBE buffer pH 9.0) electrophoresis at constant voltage (700V)
till the xylene cyanol tracking dye migrated to the end of the gel.
Allele designation was achieved by coelectrophoresis of the PCR
products with the AmpliFLP D1S80™ Perkin-Elmer allelic ladder.
The PCR products were visualized with manual silver staining (3).
Data were analyzed with POPGENE software (4).

A total of 27 different alleles (121 distant genotypes) were found
in 16 populations (Table 1). All populations studied showed no sig-
nificant departures from HWE proportions. Locus diversity ranged
from 0.69–0.95. D1S80 appears to have an ethnic affiliation in a
comparison of East European ethnic groups. The most frequent al-
leles in East Slavonic populations were allele 24 (�29%), followed
by allele 18 (�18%). An inversion in the magnitude of two most
frequent alleles can be noted in some mixed populations, where al-
lele 18 exists at the highest frequency (up to 33%).

The complete data set is available upon request at email:
dav@img.ras.ru
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TABLE 1—D1S80 allele frequencies and other population characteristics in some East European populations.


