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Abstract E‘q 21 5 3

This thesis aims to analyze the genetic data of recent Thai populations, using Single
Nucleotide Polymorphism (SNP) markers. The genetic data are compared to indigenous
populations in Thailand and recent populations in neighboring countries.

Approaches used in the analyses include population genetics, statistics, non-parametric
clustering, model-based estimation of population genetic admixture and haplotype
analysis. The analyses are geared toward a better understanding of the genetic structure
and genetic diversity of Thai populations in four geographical regions of Thailand: the
North, the Central region, the Northeast and the South. Historical aspects and
ethnolinguistic backgrounds of Thai population are investigated to provide comparative

insights.

It is found that the genetic patterns of recent Thai people in the four regions are highly
admixed and diverse. There are discreet substructures in the Thai populations which
require further subsampling. The genetic profiles of Thai people, composing of shared
ancestral components with Southern Chinese, Iban and Indian populations, are similar
to those of Khmer people. The genetic profiles of Ayutthaya populations are close to
Thai Mon. This suggests genetic assimilation of early Austroasiatic speaking
populations into the newly arrived Tai populations.
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