
Abstract Allele frequencies of the three STR systems
HUMLPL, HUMF13B, and HUMF13A01 were deter-
mined in a Hungarian population sample of 223 unrelated
Caucasian individuals. All loci met Hardy-Weinberg ex-
pectations and there was no evidence for association of al-
leles among the three STR loci. In addition, little evidence
was found for departures from expectations of indepen-
dence between any of the three STR and other previously
investigated microsatellite polymorphisms.
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Introduction

Genetic typing of short tandem repeat loci (STRs) is a
powerful means of forensic identification and paternity
testing. In spite of the increasing number of Hungarian
population databases [1–3], there are many forensically
interesting STR polymorphisms which have not yet been
surveyed in Hungary. This paper presents allele frequency
distributions and locus independence data for the three
STR loci HUMLPL, HUMF13B, and HUMF13A01 [4] in
a Hungarian population sample.

Materials and methods

Blood samples were collected from 223 unrelated healthy Hun-
garian Caucasian individuals residing in the Budapest area (Cen-
tral Hungary). DNA was extracted as previously described [5].
DNA samples (2–4 ng) were amplified using reagents provided
in the GenePrint Fluorescent Quadruplex STR System F13A01-
FESFPS-F13B-LPL (Promega, Madison, Wis.) according to the
manufacturer’s instructions. The PCR products were analyzed on
an A.L.F. DNA sequencer (Pharmacia) according to the A.L.F.
protocol.

Possible divergence from Hardy-Weinberg expectations was
determined by the exact test [6]. An interclass correlation criterion
[7] was used for testing disequilibrium between loci.

Results and discussion

The distributions of observed allele frequencies and ho-
mozygosities for the three STR loci in the Hungarian pop-
ulation sample are shown in Table 1. There was no evi-
dence to suggest departures from independence either
within or between the STR loci based on the exact test
(Table 1) and the interclass correlation test (P ≥ 0.067).
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Table 1 Observed allele frequencies, homozygosities, and statis-
tical data for the three STR loci in 223 unrelated Hungarian Cau-
casians (PD discrimination power, MEC mean exclusion chance)

Allele LPL F13B F13A01

3.2 0.061
4 0.034
5 0.191
6 0.092 0.327
7 0.004 0.312
8 0.278 0.004
9 0.040 0.217

10 0.408 0.401
11 0.267 0.007
12 0.249 0.002
13 0.029 0.013
14 0.007 0.013
15 0.029
16 0.009
17 0.002
18 0.002

Observed 34.5% 27.8% 25.1%
homozygosity

Exact testa 0.070 0.846 0.067
PD 0.857 0.858 0.899
MEC 0.441 0.452 0.535

a These values are probability values



Furthermore, using the sk
2 criterion [8] there was no evi-

dence for allelic association among the three STR loci 
(sk

2 = 0.651, 95% confidence interval of variance is
0.512–0.717). Additionally, based on the interclass corre-
lation test no evidence was found for departures from the
expectation of independence between any of the three
STR and other previously reported [3] microsatellite poly-
morphisms (HUMVWFA31, HUMFES/FPS, HUMTH01,
HUMTPOX, HUMCSF1PO; P ≥ 0.137). The forensic ef-
ficiency data (Table 1) suggest that the three STR loci in-
vestigated are very discriminating in the Hungarian popu-
lation (combined discrimination power = 0.998, combined
mean exclusion chance = 0.858)
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