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A b s t r a c t  Alle le  f requencies  o f  the Short  tandem repeat  

systems H u m V W A  and H u m A C T B P 2  were determined 
f rom 105 unrelated individuals  f rom the area of  Szeged,  
Hungary. A total of  8 alleles was detected for VWA, and 
23 alleles were  found for ACTBP2 .  In both systems no 
deviat ions f rom Hardy-Weinberg  equi l ibr ium were  ob- 
served. A compar ison  of  the Hungar ian and German  fre- 
quency  profiles revea led  significant  differences at both 
STR loci. 

K e y  w o r d s  Short  tandem repeats • H u m V W A  • 
H u m A C T B P 2  • Populat ion studies • Hungary  

Introduction 

To obtain a database of  the populat ion l iving in the 
Szeged  area, the systems H u m A C T B P 2  (Moos and Gall-  

witz  1983; Po lymeropou los  et al. 1992) and H u m V W A  
(Mercier  et al. 1991; Kimpton  et al. 1992) were  examined.  

Materials and methods 

DNA was extracted with the chelex method (Walsh et al. 1991) 
from air-dried blood on cotton fabric from 105 unrelated adults 
from the population of Southern Hungary. PCR and electrophore- 
sis were done according to M611er et al. (1994). Allele designation 
was carried out by side-to-side comparison with allelic ladders 
(M611er and Brinkmann 1994; Wiegand et al. 1993). 

The statistical analyses were performed using the HWE-Analy- 
sis program (C. Puers, M~inster, Germany). Among others, we cal- 
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culated the observed and expected numbers of heterozygotes (Nei 
1978), the mean exclusion chance (Krueger et al. 1968), the dis- 
crimination index (Jones 1972) and the Hardy-Weinberg equilib- 
rium (Guo and Thompson 1992). 

Table 1 Allele frequency distribution for HumVWA and 
HumACTBP2 in a Hungarian population (n = 105 unrelated indi- 
viduals) and a German population (n = 755 unrelated individuals 
for HumVWA, n = 630 for HumACTBP2) 

HumVWA ACTBP2 

Allele Hungarians Germans 
(n = 105) (n = 755) 

Allele Hungarians Germans 
(n = 105 (n = 630) 

13 - 0.001 
14 0.119 0.095 
15 0.081 0.099 
16 0.152 0.204 
17 0.296 0.280 
18 0.171 0.220 
19 0.129 0.085 
20 0.033 0.013 
21 0.019 0.002 
22 - 0.001 

l l A  - 0.008 
11 - 0.007 
12 0.019 0.024 
13 0.052 0.035 
14 0.043 0.048 
15 0.043 0.063 
16 0.090 0.071 
17 0.038 0.065 
18 0.033 0.059 
19 0.038 0.050 
20 0.024 0.031 
21 0.010 0.022 
22 0.014 0.016 
23 0.024 0.031 
24 0.010 0.014 
25 0.038 0.036 
26 0.086 0.039 
27 0.057 0.045 
28 0.086 0.054 
29 0.062 0.074 
30 0.105 0.065 
31 - 0.032 
32 0.048 0.055 
33 0.033 0.025 
34 0.033 0.016 
35 - 0.004 
36 0.014 0.009 
37 - 0.002 
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Table 2 Statistical parameters for the STR systems HumVWA 
and ACTBP2 in a Hungarian population (Hobs observed heterozy- 
gosity, H~xp expected heterozygosity, MEC mean exclusion 
chance, DI discrimination indices) 

HumVWA HumACTBP2 

Hobs 0.8667 0.9619 
Hexp 0.8254 + 0.0726 0.9451 + 0.0436 
MEC 0.65012 0.87980 
DI 0.94041 0.98376 

P-Values for HWE-hypothesis: 
Simulated exact test 0.8382 0.244 
G-test 0.3074 0.9532 
Chi-square-test 0.5632 0.1262 
Heterozygosity test 0.2649 0.4501 

The frequency profile comparison between the Hungarian and 
German populations was carried out using a test for genetic het- 
erogeneity (RxC contingency table; G. Carmody, Ottawa, Canada). 

Results and discussion 

F o r  the  H u m V W A  s y s t e m  8 a l l e les  and  for  the  
H u m A C T B P 2  sys tem 23 al leles  were  observed.  

In the Hungar ian  popula t ion ,  H u m V W A  alleles 13 and 
22 and H u m A C T B P 2  al leles l l A ,  11 31,35 and 37 were  
not  found. The  al lele  dis t r ibut ion for the Hungar ian  and 
German  popula t ions  are s imi lar  a l though minor  differ-  
ences exis t  (Table 1). The  use of  the C a r m o d y  test for  het- 
e rogenei ty  revea led  s ignif icant  di f ferences  be tween  the 
Hungar ian  and German  popula t ions  (P < 0.05). This  is 
due to ind iv idua l  pa i rwise  differences up to 5.2% for 
H u m V W A  (allele 16) and 4.7% for H u m A C T B P 2  (al lele  
30). However ,  larger  popula t ion  samples  and more  STR 
systems wil l  be necessary  to further e lucidate  poss ib le  
reasons.  
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The popula t ion  data for Hungar ians  showed no signif-  
icant  devia t ion  f rom the Hardy-Weinbe rg  equi l ibr ium 
(Table 2). 
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