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Abstract. The purpose of this study is to report allele frequency data of Hña hñu (Otomı́) ethnic

Amerindian group population sample from La Sierra Otomı́-Tepehua (Estado de Hidalgo-Mexico)

for 14 STR–PCR polymorphisms (HumTH01, HumPenta D, HumPenta E, HumvWA, D18S51,

D16S539, D13S317, D8S1179, D7S820, D5S818, D3S1358, HumCSF1PO, HumFGA and

D21S11). D 2003 Elsevier B.V. All rights reserved.
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1. Introduction
The Hña hñu population received the name from its language. It belonged to a group of

Otopame language, for which, these people were called Otomı́ population, too. They were

established in different regions of Mexico. The group that was studied in this report lived

in La Sierra Otomı́-Tepehua from Estado de Hidalgo.

2. Material and methods

DNAwas extracted from hair root samples by ChelexRmethod [1]. PCRwere carried out

in a 12-Al volume containing 0.5 ng DNA template. PCR amplifications were performed

according to the recommendations for the AmpFlSTRR PowerPlexR kit (Promega).

Genotypes from DNA-amplified products were analysed in capillary gel electrophoresis

using an ABI Primk 310 Genetic Analyzer automated laser sequencer [2]. Amplified DNA

was mixed with internal fluorescent-labelled size standard and external ladders were also

used for adjustment. Allele frequencies were determined. Unbiased estimates of expected
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Table 1

Allele frequency distribution for HumTH01, HumPenta D, HumPenta E, D16S539, D13S317, D7S820 and D5S818 in the Hña hñu population

HumTH01 HumPenta D HumPenta E D16S539 D13S317 D7S820 D5S818

5 0.0120

6 0.3373

7 0.4277 0.0301 0.0915

8 0.0241 0.0063 0.0602 0.0542 0.0783

9 0.0361 0.2215 0.0915 0.3494 0.0241 0.0488

9.3 0.1747

10 0.2405 0.0181 0.2012 0.1205 0.2590 0.0732

11 0.1013 0.0361 0.2805 0.1325 0.3132 0.5244

12 0.1772 0.1385 0.3598 0.1506 0.2771 0.1951

13 0.2278 0.1265 0.0609 0.1446 0.0482 0.0771

14 0.0253 0.0843 0.0061 0.0482

15 0.2108

16 0.1626

17 0.0241

18 0.0361

18.2

19 0.0181

20 0.0241

21 0.0120

22 0.0060
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heterozygosity were computed. A standard v2 goodness-of-fit was calculated to assess

Hardy–Weinberg expectations. From forensic point of view, the power discrimination,

heterozygosity value and the a priori chance exclusion value were calculated.
Table 2

Allele frequency distribution for HumvWA, D18S51, D8S1179, D3S1358, HumCSF1PO, HumFGA, D21S11 in the Hña hñu population

HumvWA D18S51 D8S1179 D3S1358 HumCSF1PO HumFGA D21S11

10 0.0843 0.2073

11 0.0241 0.2927

12 0.0988 0.1446 0.4268

13 0.0241 0.1296 0.3373 0.0181 0.0671

14 0.0241 0.1852 0.2892 0.0120 0.0061

15 0.0542 0.1852 0.1084 0.5602

16 0.3976 0.0802 0.0120 0.2108

17 0.2349 0.1543 0.1566

18 0.1928 0.0926 0.0422

19 0.0723 0.0432 0.0422

20 0.0123 0.0723

21 0.0062 0.0723

22 0.1386

23 0.1084

23.2 0.0361

24 0.0062 0.1205

25 0.0062 0.2048

25.2 0.0060

26 0.1386

27 0.0602

28 0.0482

29 0.1506

29.2 0.0120

30 0.2048

31 0.0964

31.2 0.1928

32 0.0060

32.2 0.1747

33.2 0.0663

34.2 0.0482



Table 3

Stadistical parameters of forensic interest (h, heterozygosity value, PD, power discrimination, CE, chance of exclusion) and equilibrium Hardy –

Weinberg ( p)

Locus n p h PD CE

HumTHO1 83 0.4456 0.699 0.811 0.426

HumPenta D 79 0.8102 0.772 0.924 0.548

HumPenta E 83 0.1496 0.855 0.962 0.706

HumvWA 83 0.2142 0.759 0.882 0.525

D18S51 81 0.1083 0.877 0.950 0.748

D16S539 82 0.5631 0.756 0.878 0.520

D13S317 83 0.6006 0.771 0.928 0.547

D8S1179 83 0.4708 0.723 0.905 0.465

D7S820 83 0.4119 0.771 0.884 0.547

D5S818 82 0.1162 0.720 0.827 0.459

D3S1358 83 0.6873 0.627 0.798 0.324

HumCSF1PO 82 0.4054 0.622 0.850 0.318

HumFGA 83 0.3668 0.904 0.961 0.803

D21S11 83 0.4262 0.880 0.948 0.754

Table 4

Comparison between two Otomı́ populations; one lives in El Valle de Ixmiquilpan and the other in La Sierra Otomı́-Tepehua

Locus Probability

HumTHO1 0.1702

HumvWA 0.1179

D18S51 0.2521

D16S539 0.0662

D13S317 0.8368

D8S1179 0.3240

D7S820 0.2655

D5S818 0.2481

D3S1358 0.2877

HumCSF1PO 0.2741

HumFGA 0.0804

D21S11 0.0042
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3. Results

The allele frequencies observed in each system in the Hña hñu Amerindian population

are shown in Tables 1 and 2. In Table 3, we resumed the forensic parameters (h,

heterozygosity index, CE chance exclusion and PD power discrimination) [3] and the

equilibrium Hardy–Weinberg ( p) [4].

4. Discussion

A great genetic affinity has been obtained in comparison with the previously published

Otomı́ population from El Valle de Ixmiquilpan (Table 4).
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