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Abstract 
 
Bruguiera gymnorrhiza (L.) Lam. is one of the most widely distributed major mangrove 
species in the Indo-West Pacific (IWP). The vast distribution range of B. gymnorrhiza is 
attributed to its sea-drifting and dispersing propagules. Using both chloroplast and nuclear 
DNA markers, Minobe et al. (2009) suggested distinct genetic structure over Malay 
Peninsula. However, there was no clear structure within either the larger Pacific or the East 
Indian Oceanic regions. Moreover, the number of populations used in the study was very 
small despite the vast distribution range of the species, and the molecular markers was too 
short to detect fine scale genetic structures within each oceanic region. Furthermore, the 
phylogenetic relationship of B. gymnorrhiza with the putative sister species, B. sexangula, 
has not been clearly understood. To obtain comprehensive understanding on genetic structure 
of B. gymnorrhiza, we used samples collected from wide range of in IWP by our research 
network. We analyzed genetic structure using two cpDNA markers and 6 SSR markers. Our 
results revealed a clear genetic structure between the east and west side of Malay Peninsula, 
although there was a mixture of patterns observed in some populations. In Phuket, Thailand, 
for example, a simple mixture of two genotypes is suggested by both nuclear and cpDNA 
markers rather than admixture. This result raises a question about artificial transfer of plants 
with different genotype into this area. The NJ tree based on genetic distance (Da) showed that 
geographically close populations formed clusters. There was a significant correlation between 
genetic distance and geographic distance both in the Pacific and in the Indian Oceanic 
regions. 
 
Keywords 
Bruguiera sexangula, population structure 
  




