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POPULATION: Studied populations are Indo-Caucasian repre-
sented by Baniya (Bihar), Deshast Brahmin (Maharastra), Bengalee
Kayastha (W.Bengal), Mixed Punjabi (Punjab), Indo Mongoloids
represented by Kuki and Hmar (Manipur), Indo Proto-Australoid
Ekere and a mixture of Proto-Australoid and Indo-Caucasian Reddy
(Andhra Pradesh).
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DNA Extraction: From blood by phenol chloroform method (1),
from buccal swab by chelex method (Bio-rad chelex 100 resin).

PCR: 2.5 ng target DNA following manufacturer’s instructions
2).

Typing: By silver staining based allele detection on p. 3.

Result: See Table 1.

Quality Control: Laboratory Internal Control Standards and Kit
controls.

Access of data: Via electronic mail from communicating author.

Analysis of data: DNA TYPE (Windows 98/NT version
Y.Zhong, CHG, University of Texas). PE & PD (4).

Other remarks: D1S80 Alleles 14 and 15 are absent in most of
the important world populations (U.S., Caucasian, and African-
American), but were observed in Dehshast Brahmin among studied
Indian populations. The allele 14 is the most rare allele among all
alleles for Indian population groups. The maximum allele occur-
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rence among the Indian populations was slightly different com-
pared to published data of other world populations. Tests for inde-
pendence for the alleles within a locus revealed no deviation from
expected values for the eight populations of this study. The product
of allele frequencies derived from the data can be used in forensic
analysis and paternity tests to estimate the frequency of a D1S80
genotype.
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TABLE 1—D1S80 allele frequencies in eight sub-populations of India.

Punjabi Kuki Hmar Ekere Reddy Baniya Deshast Brahmin Bengali Kayastha
Allele (N =25) (N =48) (N=172) (N =83) (N=172) (N =287) (N =105) (N =103)
14 0 0 0 0 0 0 0.024 0
15 0 0 0 0 0 0 0.014 0
16 0.071 0 0.048 0.024 0.056 0.046 0.138 0.024
17 0 0 0 0.006 0.007 0.006 0.014 0.004
18 0.214 0.208 0.152 0.331 0.347 0.379 0.276 0.349
19 0.024 0.063 0.027 0.042 0.007 0.011 0 0
20 0 0 0 0.006 0 0.046 0.029 0.004
21 0.048 0 0.02 0.018 0.021 0.017 0 0.004
22 0.024 0.021 0.062 0.078 0.056 0.023 0.057 0.033
23 0 0 0 0.018 0.035 0.006 0.033 0
24 0.019 0.146 0.118 0.223 0.306 0.241 0.152 0.291
25 0.047 0 0.042 0.09 0.021 0.034 0.028 0.043
26 0.024 0.021 0.048 0.012 0.014 0.063 0.043 0.019
27 0.072 0 0.014 0 0 0.017 0 0
28 0.048 0.208 0.069 0.048 0.042 0.011 0.052 0.043
29 0.048 0.021 0.014 0.012 0.028 0.011 0 0.024
30 0.072 0.021 0.035 0.042 0.014 0.006 0.029 0.009
31 0.095 0.125 0.111 0.048 0.021 0 0.052 0.067
32 0.024 0.125 0.188 0 0.029 0.063 0.057 0
33 0 0 0 0 0 0.011 0 0.004
34 0 0.042 0.035 0 0 0 0 0
36 0.048 0 0 0 0 0 0 0
37 0 0 0.139 0 0 0.006 0 0
39 0.024 0 0 0 0 0 0 0
41 0 0 0 0 0.029 0 0 0.024
H 0.857 0.875 0.902 0.750 0.750 0.781 0.809 0.747
PD 0.915 0.934 0.887 0.817 0.817 0.850 0.864 0.782
PE 0.709 0.745 0.799 0.510 0.510 0.565 0.616 0.505
P 0.23 0.063 0.13 0.67 0.55 0.085 0.0 0.235

N: number of individuals sampled; H: observed heterozygosity; PD: power of discrimination; PE: probability of exclusion; P: Hardy-Weinberg equi-
librium exact test based on 2000 shufflings.



