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A sample of Chilean individuals from the northern area of San-
tiago, the capital of Chile, was studied. The current Chilean popu-
lation was sprung from the admixture between aborigine popula-
tions of mongoloid origin (Amerindians) and Spanish conquerors
of Caucasian origin. Blood samples from unrelated blood donors
were randomly collected in the Hospital San José. An appropriate
informed consent was obtained from all of them according to the
Ethical Board of the Medicine School of the University of Chile.

DNA was extracted using the organic method described by
Comey et al. (1). D3S1358, FGA, D8S1179, D21S11, D18S51, and
D5S818 STRs were amplified using the AmpF�STR® Profiler
Plus™ kit from Applied Biosystems. DNA fragments were elec-
trophoresed on the ABI PRISM 310 genetic analyzer from Applied
Biosystems-Perkin Elmer using the POP 4 310 GA polymer. Data
were collected using the GeneScan 3.1 and Genotyper sofwares
from Applied Biosystems. The allele frequencies were estimated
by simple counting, and the heterozygosity was estimated accord-
ing to methods described previously (2,3). The expected and ob-
served heterozygotes frequencies were compared by means of a ho-
mogeneity X2 test (3,4). 

The complete dataset can be obtained by contacting Lucia Ci-
fuentes, M.Sc., Programa de Genetica Humana, ICBM, Facultad de
Medicina, Universidad de Chile, PO Box 70061-Santiago 7 Chile.
Email: lcifuent@machi.med.uchile.cl
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TABLE 1—Gene frequencies and Hardy-Weinberg equilibrium for the D3S1358, FGA, D8S1179, D21S11, D18S51, D5S818 loci in a blood donor
sample from the Hospital San José in Santiago, Chile.

Loci D3S1358 FGA D8S1179 D21S11 D18S51 D5S818

Homozygotes 22 6 17 13 6 28
Heterozygotes 58 75 64 67 74 53
Total 80 81 81 80 80 81

Allele G.F. G.F. G.F. G.F. G.F. G.F.

5
6
6.3
7 0.1049
8 0.0062 0.0062
9 0.0185

10 0.0432 0.0370
11 0.1111 0.4753
12 0.0741 0.1562 0.2346
13 0.3333 0.1125 0.1173
14 0.0813 0.2901 0.2437 0.0062
15 0.4187 0.1173 0.0937
16 0.2062 0.0247 0.1125
17 0.1813 0.1313
18 0.1063 0.0185 0.0938
19 0.0062 0.0803 0.0375
20 0.0617 0.0188
21 0.1049
22 0.0988
22.2 0.0062
23 0.1605
24 0.1173
25 0.1790
26 0.1235 0.0062
27 0.0123 0.0250
28 0.0247 0.1125
28.2 0.0062
29 0.0123 0.1688
30 0.2874
30.2 0.0250
31 0.0688
31.2 0.0688
32 0.0375
32.2 0.1375
33.2 0.0500
34.2 0.0063
Total 1.0000 1.0000 1.0000 1.0000 1.0000 1.0000
% observed homozygosity 27.50 7.41 20.99 16.25 7.50 34.56
% expected homozygosity 26.87 11.91 22.94 15.74 14.57 30.75
Computed �2 0.0163 1.5673 0.1713 0.1743 3.2126 0.5544
p-value 0.8988 0.2107 0.6762 0.6760 0.0731 0.4565


