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Aims of this research were: 1) to study characteristic of goat population studied, 2)
to study genetic variation within and between the populations using microsatellite markers,
and 3) to create phylogenetic tree of the populations. Blood sample was collected and DNA
was extracted. The DNA was amplified by using PCR technique. The five microsatellite
markers, ISAG/FAO recommended, such as INRA0023, HSC, SRCRSP0024, OarFCB0020
and SRCRSP0023, were used to study the genetic variation.

" The result showed that total of eight populations, 28 goats, were used as samples.
Seven populations were from different districts of Bangkok, namely, Praveth, Nonjok and
Klong Samwa (3, 3 and 1 populations, respectively). The other one was a control population
from Ratchaburi Province.

Only three markers, INRA0023, HSC and OarFCB0020, could be used as genetic
markers for the populations studied. For the genetic variation of the populations, the result
was shown that most of the populations studied were in Hardy-Weinberg equilibrium. The
highest observed alleles were found in the INRA0023 locus (5.000) in the most populations.
Average heterozygosity of the populations in INRA0023, HSC and OarFCB0020 were
0.689, 0.619 and 0.384, respectively.

A phylogenetic tree was constructed based on Nei’s genetic distance by UPGMA
method. The dendrogram was clearly divided the populations into two groups; one
consisting seven populations in Bangkok and the other was the population outside Bangkok.
The populations within Bangkok could be divided into three subgroups; pop 1 and 2, pop 6
and 7, and pop 3, 4 and 5. '





