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Abstract
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barcoding marker and InDel DNA markers
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E-mail Address: pitchayanipa.k@psu.ac.th

Project Period: 2 years (3" April 2017 — 3™ April 2019)

The evaluation of genetic variation and genetic structure of Thai indigenous pig
populations is very important for conservation genetic of local pig breeds and suitable
for development breeding programs. In this study, DNA barcoding with the mitochondrial
cytochrome oxidase | gene (COJ/) was used to identify southern Thai indigenous pig
populations and the genetic diversity and genetic structure of Thai indigenous pig
populations from Surat Thani, Nakhonsi Thammarat, Phang Nga, Trang, Phatthalung,
Songkhla, Pattani and Sakon Nakhon, Exotic purebred pigs and Crossbred pigs were
examined by using 14 functional insertion/deletion (InDels) markers. The analysis of
COI gene sequence showed that specific 5 haplotypes in southern Thai indigenous pig
populations. A phylogenetic tree was constructed from genetic distance determination
according to neighbor-joining tree, revealed that southern Thai indigenous pig
populations from seven provinces were clustered together. At the 14 InDels loci, with an
average of percentage polymorphic loci for all pig populations were 75.60+ 4.93 %, and
the average observed heterozygosities (H,) and expected heterozygosities (H.) ranged
from 0.205 to 0.263 and 0.239 to 0.381, respectively. The Fixation index ranged from -
0.003-0.265 among populations. A neighbor-joining (NJ) tree, principal component
analysis (PCA) revealed that Southern Thai indigenous pig and Northeast Thai
indigenous pigs were genetically close, while Thai indigenous pigs were distant from the
exotic purebred pig and crossbred pigs. STRUCTURE analysis clearly showed the
genetic differentiation of Southern Thai indigenous, Northeast Thai indigenous pigs,

exotic purebred pig and crossbred pigs was assigned into two cluster (K=2).
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