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Abstract:

The project aimed to analyse the genetic diversity between population of the most
widespread species of Eriocaulaceae from the various locations in Thailand and from Tad Leuk
Waterfall, Phou Khao Khuay National Protected Area in Lao PDR. There was only the genus
Eriocaulon L. of Eriocaulaceae found in Thailand and Lao PDR. According to the flowering period,
the collections of fresh scapes and/or leaves of Eriocaulon spp. were carried out between
October 2011 and December 2012 from four regions: east, south and northeast of Thailand and
along the way from Vientiane to Phou Khao Khuay National Protected Area, Lao PDR. The
samples were kept in silica gel during the field collection. The identification of all specimens was
done carefully under the stereomicroscope in the laboratory. A total of 26 species were
collected from 29 sites. Eriocaulon echinulatum Mart. was the most widespread species. It was
found in all four regions and having the highest number of population, 19 populations. The
modified version of CTAB (Doyle and Doyle, 1987) was found to be the most appropriate for
extracting the total genomic DNA of fresh scapes of this species. The analysis of genetic diversity
within 114 accessions of E. echinulatum was done using ISSR-PCR technique. It revealed that ten
of 36 primers produced a total of 139 DNA fragments. 137 of which were polymorphic (98.56%).
Analysis of Molecular Variance (AMOVA) showed low genetic differentiation between Thailand
and Lao PDR (18%) and also showed low the genetic variation within populations (37%). It was
suggested that there were outcrossing within population and if the habitat loss occurs in one
region the risk of species loss will be very low. The results from cluster analyses using both
UPGMA and Neighbor-Joining methods were congruent to show that the genetic of Lao’s
population was closely related to the east of Thailand population. It proved that the origin of the
species occurred in both countries and Mekong River was not the barrier of the species

distribution. Moreover, the gene flow occurred between the nearby populations (1 kilometer).
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