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The Philippine Archipelago, composed of 7,100 islands and
more than 70 ethno-linguistic groups, is divided into 15 regions on
the basis of geographical, cultural, and political variations. Each
region is classified under three mgjor island groups: Luzon,
Visayas, and Mindanao. The National Capital Region (NCR) issit-
uated south of Luzon, and its popul ation genetic database has been
reported (1). However, because the NCR is geographically sepa-
rated by seafrom the rest of theisland groups, and because eachis-
land group has its own distinct cultural identity, there is a need to
study and compare the genetic composition of other regiona pop-
ulations to that of NCR. The present study reports population data
at eight short tandem repeat (STR) loci, namely HUMVWA, HUM-
CSF1PO, HUMTHO1, HUMTPOX, HUMF13A01, HUMFES/
FPS, HUMFOL P23, and D8S306 for the Visayas. Visayasrefersto
the central group of islands in the Philippine Archipelago, where
the major language spoken is the Visaya or Bisaya, instead of the
more common Filipino (Tagal og) language. It iscomposed of three
political regions, namely, Region V1, VII, and VI1I1. Blood samples
were collected in Region VI (Aklan, lloilo, n = 114), Region VII
(Cebu, n = 140), and Region VIII (Leyte, n = 92) and blotted on
FITZCO FTA™ cards. Genomic DNA was purified according to
manufacturer’s instructions (Flinder’'s Technology, Mas-
sachusetts). PCR amplification was performed as described previ-
oudly (1). Amplified products were detected with the ALFEXxpress
sequencer and using ALFwin and Allelelinks software (Pharmacia
Biotech) using automated flourescence technology. Hardy-Wein-
berg equilibrium (HWE) and linkage equilibrium (LE) were
checked by the Exact Test using the DNA View software (2). Ho-
mogeneity tests were performed using Popgene ver 1.32 (3).
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The allele frequencies of each regional population are given in
Table 1. All three populations are in Hardy-Weinberg equilibrium
except for Region VI at locus HUMFOLP23 (p = 0.0265). Upon
Bonferroni equation, no linkage disequilibrium between all loci
pairs was observed (p < 0.002). Combined power of discrimina-
tion (PD) and the average power of paternity exclusion (PPE) are
given in Table 2, with the pooled Region VI and VIl having the
highest values (PD = 0.999999981, PPE = 0.9935).

G-statistics show that Region VI and Region VII are homoge-
neousin al loci and may therefore be combined into one database.
In contrast, Region VIII database is not homogeneous with Re-
gions VI and VII at HUMFOLP23 (p = 0.0007) and may not be
pooled with these databases. This may be partly explained by the
closer geographical proximity of the islands comprising Regions
VI and VI, compared to those of Region VIII. The databases were
also found to be non-homogeneous with the NCR database at
HUMF13A01 and HUMFOL P23 (pooled Regions VI-VII) and
HUMVWA, HUMFOLP23, and HUMTPOX (Region VIII). The
results show that genetic variations exist across some regional pop-
ulations of the Philippines that may be attributed to geographical
location or demography of distinct groups of people within the
archipelago. The STR profiles observed in the Visayas islands are
quite distinct from that of the NCR, hence these databases should
be considered separately. The complete dataare availableto any in-
terested researcher upon request to the authors.
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TABLE 1A—Observed pooled allele frequencies of Region VI and Region VI1 at the 8 STRloci.

HUMF13A01 HUMFES/FPS HUMVWA HUMD8S306 HUMFOLP23 HUMCSF1PO HUMTPOX HUMTHO1

3 0.0023

32 0.1889

4 0.0415 0.0161

5 0.0714 0.0277 0.0069
6 0.6705 0.1429 0.0599 0.1083
7 0.0069 0.1797 0.4309 0.3088
8 0.2258 0.1452 0.0023 0.4677 0.0991
9 0.0092 0.2028 0.1936 0.0184 0.1705 0.3894
9.3 0.0207
10 0.0438 0.1221 0.1705 0.2880 0.0138 0.0668
11 0.4009 0.0484 0.2696 0.3226

12 0.0023 0.3618 0.0184 0.3502 0.0230

13 0.1590 0.0023 0.0115 0.0622

14 0.0069 0.0254 0.1682 0.0023 0.0092

15 0.0092 0.0991

16 0.0023 0.1152

17 0.2719

18 0.2696

19 0.0576
20 0.0161

TABLE 1B—Observed allele frequencies of Region VIII at the 8 STR loci.
HUMF13A01 HUMFES/FPS HUMVWA HUMD8S306 HUMFOL P23 HUMCSF1PO HUMTPOX HUMTHO1

3 0.0122

32 0.1964

4 0.0714 0.0122

5 0.0952 0.0061

6 0.6131 0.0915 0.1389 0.1467
7 0.2134 0.3111 0.2772
8 0.2256 0.1778 0.0054 0.5380 0.0435
9 0.1951 0.2167 0.0489 0.1772 0.4457
9.3 0.0163
10 0.0330 0.1220 0.1556 0.3750 0.0707
11 0.4011 0.0854 0.2446 0.2722

12 0.3626 0.0244 0.2935 0.0127

13 0.1813 0.0122 0.0272

14 0.0119 0.0165 0.1685 0.0054

15 0.0119 0.0055 0.0815

16 0.1033

17 0.3859

18 0.2120

19 0.0489

20

TABLE 2—Table of power of discrimination and combined power

of paternity exclusion.

Locus Pooled Region VI-VII Region V111
HUMF13A01 0.7187 0.8081
HUMFES/FPS 0.8394 0.8353
HUMVWA 0.9306 0.9030
HUMDB8S306 0.9526 0.9560
HUMFOLP23 0.8839 0.9271
HUMCSF1PO 0.9462 0.8701
HUMTPOX 0.8108 0.7994
HUMTHO1 0.8920 0.8689
Combined power of 0.999999981 0.999999966

discrimination
Combined power of 0.9935 0.9944

paternity exclusion

the Philippine National Red Cross for the samples used in the
study.
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