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Abstract

For long-term management and conservation of marine resources in Thailand an understanding
of their genetic diversity and geographic distribution is necessary. Gracialria salicornia is a marine
red alga, which commonly found in tropical and subtropical regions. Despite its diverse ecology
and board distribution, spatial genetic variation and population structure of this species remains
understudied, especially in Thai-Malay peninsula. We analyzed genetic diversity, phylogeographic
patterns and population structure of G. salicornia using nuclear (ITS2), chloroplast (RuBisCo
spacer) and mitochondrial DNA (COI) sequence from eastern and western coasts of Thailand. A
total of 140 samples was collected from 14 populations (9 populations from Andaman Sea and
5 populations from the Gulf of Thailand). Our genetic analysis indicated a relatively low genetic
diversity, consisting of six haplotypes of RuBisCo spacer (GS1 - GS6), eight haplotypes for COI (GC1
- GC8) and five haplotypes for ITS2 (GI1 - GI5). Our data also demonstrated a genetically
homogeneous populations in the Gulf of Thailand. While, a high genetic diversity was observed
from Andaman Sea populations. Population pairwise Fst values indicated that Andaman Sea
population was genetically distinct from the gulf populations. Results of SAMOVA based on COI
sequences also indicated weak but significant genetic break between eastern and western
populations. Our study suggests the east-west phylogeographic break of G. salicornia population
in Thai-Malay peninsula and this pattern can likely be facilitated by historical biogeographic events

of Sundaland, climate change and regional and local current pattern.
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