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The number of Thai indigenous pigs has been rapidly decreasing since
exotic breeds were first introduced for breeding improvement in 1960s. Until now,
little is known about previous or current genetic variations of indigenous Thai pigs
based on molecular level studies. Therefore, the objectives of this study were to find
genetic diversity among Southern Thai pigs (ST), Northeastern Thai pigs (NT), wild
boars (WB), and Chinese Qianbei Black pigs (CQB), based on microsatellite markers,
and to determine the sequences polymorphism of mtDNA cytochrome b gene (Cyt b)
among these four pig populations. Phylogenetic relationships among these four pig
populations based on sequences polymorphism of mtDNA Cyt b gene were also
studied in this research. A preliminary experiment was conducted to compare
different DNA sources from blood and hair root samples for PCR reaction based on
microsatellite loci S0225 and S0227 and mtDNA Cyt b gene. Results indicted that
DNA from all hair root samples could be used as templates for microsatellite PCR,

and Cyt b gene PCR. Therefore, hair root sample can be used as the DNA source
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because sampling method was simple and less harmful to pigs. The major research
was to evaluate genetic variations of the twoThai indigenous pig populations using 12
microsatellite primers. NT and ST pig populations exhibited higher average expected
heterozygosity (He = 0.86 and 0.84) and Polymorphism Information Content (PIC)
values (0.82 and 0.81) than European pig breeds and some Chinese pig breeds. The
four populations studied were in Hardy-Winberg equilibrium (P<0.05). A UPGMA
tree based on Nei’s Dy standard genetic distances showed that CQB pigs and NT and
ST pigs were clustered into the same branches with a 100% bootstrap support value,
but WB were clustered into another branch. An inference was made that the Thai
native pigs might have the same origin as pigs of south or southwest China. The other
study was to examine the sequence polymorphism of ST pigs, CQB pigs and WB pigs
and to evaluate the phylogenetic relationships based on Cyt b gene fragment; a total of
the 5 haplotypes with 8 polymorphic nucleotide sites were detected. Only one
haplotype (HCS) was found in ST pigs. Three different haplotypes(HC1, HC2 and
HCS) were detected in CQB pigs. There were two haplotypes (HWB1 and HWB2) in
WB pigs; furthermore, ST pigs shared the haplotype with the CQB pigs. Additionally,
restriction enzyme sites were also identified on 5 haplotypes of Cyt b genes.
Phylogenetic analysis showed that ST pigs had a close genetic relationship with CQB

pigs, which was consistent with the inference that Thai native pigs might have the

same origin as pigs of south or southwest China.

Phylogenetic trees were also constructed based on the Neighbor-Joining
method using 14 haplotypes representing ST, NT, CQB, and WB pig breeds and 15
haplotypes representing exotic breeds from Genbank. Analytical results indicated that

ST pigs and five Chinese domestic pig breeds (including, Jinhua, Rongchang,





