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Abstract Allele frequencies for the eight STR loci Hum-

CSF1P0, F13A01, F13B, FES/FPS, LPL, THo1, TPQMaterials and methods

and, VWA were inygstigated_in_Japanese and Chim_ase PRR5Ut 120 unrelated Japanese (Sendai, Northeast region of Japan)
ulations. No significant deviations from Hardy-Weinbergnd about 90 unrelated Chinese (Shenyang, Northeast region of
equilibrium could be found for all loci. In the Japanegghina) were analysed. The amplification of eight STR loci was per-

population VWA, CSF1PO, THO1, FES/FPS and TP

were found to be useful for forensic applications and

rmed using the Gene Print STR system (Promega Corporation,
dison, Wis., USA).
The x2-test between observed and expected genotype frequen-

the Chinese population, VWA, CSF1PO, THO1 and TPQaes was carried out to test for deviations from Hardy-Weinberg
were found to be useful. Allele distributions were similaquilibrium. The power of discrimination (PD) [12], expected het-

between both populations except for FES/FPS.
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Introduction

We report on a study of the eight STR loci HUm-CSF1Pg)
[1, 2], F13A01 [3], F13B [4], FES/FPS [1, 2, 5], LPL [1
6], THO1 [7-9], TPOX [10] and VWA [11] in Japanes

and Chinese populations.
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erozygosity (H—exp) [13], standard error (SE) [8], polymorphic in-

formation content (PIC) [14] and mean exclusion chance (MEC)
15] were calculated. Examination for population sample homo-
eneity was also done by tiggtest of 2x C contingency table.

Results and discussion

ele frequencies for the eight loci in the both popula-
tions are shown in Table 1 and no significant deviations

from Hardy-Weinberg equilibrium could be found for all

loci in both populations.

In the comparison of allele frequency distribution in
the Japanese population of this study and the results re-
ported by Nagai et al. [16], Kozma et al. [17], no signifi-
cant differences were observed and in the comparison
with the results by Lee et al. [18] no significant differ-
ences were observed.

In the comparison of allele frequency distributions be-
tween the Japanese and Chinese populations kyy-test
of 2 x C contingency table, no significant differences
(P > 0.01) were observed except for FES/FPS (Table 2),
X2-value was calculated to be 17.11 (df P55 0.005).

Statistical parameters for the eight loci, observed het-
erozygosity (H-obs), H-exp, PD, PIC and MEC in the both
populations are shown in Table 2.

The forensic efficiency values of VWA, CSF1PO, THO1,
FES/FPS and TPOX were higher in comparison with F13B,
LPL, F13A01 in Japanese. And in Chinese, those of VWA,
CSF1PO, THO1 and TPOX were higher.
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TPOX 1.122 4 0.750 £ <0.900 12.Fisher RA (1951) Standard calculations for evaluating a blood
VWA 11.68 6 0.050 ¢ < 0.100 group system. Heredity 5:95-102
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