
The samples for database studies were obtained from unrelated
males from the indicated population groups residing in the state of
Connecticut and were anonymized before analysis. The DNA from
blood samples was extracted using the QIAamp® DNA blood
MiniKit (Qiagen, Valencia, CA) following the recommended pro-
cedures. The quantity of human DNA was determined by slot blot
hybridization using the QuantiBlot kit (Applied Biosystems, Foster
City, CA) and following the manufacturer’s recommended proto-
cols. The Y-PLEX™6 system (ReliaGene Technologies, Inc., New
Orleans, LA) was used for the amplification of the Y short tandem
repeat (STR) loci. PCR amplification and the analysis of amplified
product were performed as recommended by the manufacturer and
as described in Sinha et al. (1).

The Y-PLEX™6 system enables amplification of seven Y-chro-
mosome STR loci: DYS393, DYS19, DYS389II, DYS390,
DYS391, and DYS385 (1). The locus DYS385 yields a two-allele
profile, which is a result of gene duplication and mutation (2).
Thus, the DYS385 locus is equivalent to two loci. Table 1 summa-
rizes the allele frequency distribution for each locus in the Cau-
casian, African American, and Hispanic populations represented in

Connecticut. The microvariant alleles were confirmed by repeat
amplification. Three individuals from the Hispanic population
group carried a two-allele profile (Alleles 15 and 16) at the DYS19
locus (data not shown). One individual from the Caucasian popu-
lation group had a three-allele profile (Alleles 11, 12, 14) at the
DYS385 locus (data not shown). The observed allele frequencies
were similar to previous studies conducted using the Y-PLEX™6

kit (1) and to studies reported for these loci in populations of the
same anthropological affinity (3–5). The genetic diversity and ran-
dom match probability computed for the three population groups
are presented in Table 2. These values for the Caucasian and
African American population groups are similar to those reported
by Sinha et al. (1). There were 159, 198, and 149 unique haplotypes
in the Caucasian, African American, and Hispanic populations, re-
spectively. The most frequent haplotypes observed in the Cau-
casian, African American, and Hispanic population samples are
presented in Table 3.

The complete data set can be accessed at www.reliagene.com
and is also available upon request via e-mail at c4ensic@
yahoo.com.
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TABLE 1—Allele frequency distribution for the Y-PLEX™6 STR loci in Caucasian, African American, and Hispanic population samples.

Caucasian African American Hispanic
Observed Observed Observed

Locus Allele Num % Num % Num %

DYS393 12 30 12.35 13 4.87 31 11.91
13 175 72.02 134 50.19 202 72.92
14 31 12.76 89 33.33 34 12.27
15 7 2.88 29 10.86 10 3.61
16 1 0.38
17 1 0.38

DYS19* 12 1 0.41
13 23 9.47 8 3.00 46 16.79
14 144 59.26 58 21.72 153 55.84
14.2 1 0.41
15 43 17.70 96 35.96 45 16.42
16 21 8.64 61 22.85 16 5.84
17 10 4.12 43 16.11 14 5.11
18 1 0.38

DYS389II 26 1 0.36
27 3 1.24 5 1.87 5 1.81
28 38 15.64 21 7.87 30 10.83
29 104 42.80 53 19.85 94 33.94
30 70 28.81 102 38.20 99 35.74
31 19 7.82 63 23.60 37 13.36
32 9 3.70 19 7.12 11 3.97
33 4 1.50

DYS390 20 2 0.75 1 0.36
21 2 0.82 156 58.43 37 13.36
22 30 12.35 30 11.24 33 11.91
23 68 27.98 21 7.87 59 21.30
24 100 41.15 32 11.99 121 43.68
25 41 16.87 23 8.61 24 8.66
26 2 0.82 3 1.12 1 0.36
27 1 0.36

DYS391 8 1 0.36
9 10 4.12 10 3.75 30 10.83

10 112 46.09 198 74.16 145 52.35
11 115 47.33 59 22.10 97 35.02
12 5 2.06 4 1.44
13 1 0.41

DYS385† 8 1 0.21
10 5 1.03 2 0.38 5 0.90
11 130 26.86 37 6.93 100 18.05
12 35 7.23 9 1.69 28 5.05
13 42 8.68 16 3.00 90 16.25
13.2
14 150 30.99 70 13.11 146 26.35
15 51 10.54 76 14.23 55 9.93
16 32 6.61 118 22.10 44 7.94
17 20 4.13 115 21.54 33 5.96
17.3 1 0.21
18 11 2.27 58 10.86 39 7.04
18.3 1 0.21 1 0.18
19 4 0.83 26 4.87 11 1.99
20 1 0.21 6 1.12 2 0.36

*Three individuals were deleted from the table at the DYS19 locus because they contain two-allele patterns.
†One individual was deleted from the table at the DYS385 locus because a three-allele pattern was present.

TABLE 2—Observed genetic diversity and random match probability for
the Y-Plex™6 system.

Random Match
Population Genetic Diversity, h Probability

Caucasian (n � 243) 0.9942 0.0099
African American 0.9984 0.0053

(n � 267)
Hispanic (n � 277) 0.9913 0.0123
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TABLE 3—Observed number of the most frequent haplotypes using the Y-PLEX™6 kit for each population group.

Caucasian (n � 243) African American (n � 267) Hispanic (n � 277)

Y Haplotype (DYS393, n Y haplotype (DYS393, n Y Haplotype (DYS393, n
DYS19, DYS389II, DYS19, DYS389II, DYS19, DYS389II,
DYS390, DYS391, DYS390, DYS391, DYS390, DYS391,
DYS385 DYS385 DYS385)

13-14-29-24-11-11,14 15 13-15-31-21-10-16,17 5 13-14-29-24-11-11,14 16
13-14-29-23-11-11,14 9 13-14-29-24-10-11,14 4 13-13-30-24-9-13,14 13
13-14-29-24-10-11,14 4 13-14-28-25-10-14,14 3 13-14-30-24-11-11,14 8
13-14-29-25-11-11,13 4 13-14-28-25-11-14,14 3 13-14-29-23-11-11,14 6
13-14-28-22-10-13,14 3 13-15-30-21-10-16,17 3 13-14-31-21-11-16,18 6
13-14-28-22-10-14,14 3 14-15-30-21-10-16,17 3 13-14-29-23-10-14,14 5
13-14-28-23-10-14,14 3 14-16-30-21-10-16,17 3 13-14-30-25-10-11,14 5
13-14-29-23-10-11,14 3 14-17-30-21-10-18,18 3 12-14-29-22-10-13,18 4
13-14-30-24-11-11,14 3 13-14-29-23-11-15,16 4
13-15-29-24-11-11,15 3 13-14-28-22-10-13,14 4

13-14-29-24-10-11,15 4
13-14-29-22-10-13,15 3
13-14-29-24-10-11,14 3
13-15-28-24-9-13,17 3
13-13-31-24-9-13-14 3
13-14-29-22-10-13-14 3


