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The Giant frog (Limnonectes blythii) can live only in plentiful forest which had 450 - 1,100

m above sea level and lay eggs in fresh water which is classified to be protected animals in
Thailand. Decrease of giant frog effects declining of genetic diversity. This data show the risk of
the giant frog extinction because of the limitation of their habitat. Thus, this study was attempted
to determine the genetic diversity, genetic structure and genetic relationship of the giant frog in
Mae Hong Son province using 7 Microsatellite loci and mtDNA 128, 16S rRNA gene which
suitable for this study. 164 of tissue samples were obtained from 4 localities: Thai-Myanmar
border (TMM), Mae Hong Son inland fisheries station (PMM), Myanmar (MM) and Pang Aung
(PAM). The results showed that there was a moderate level of genetic diversity in L. blythii
population. Alleles per locus ranged from 3.0000 to 3.4286 and an average observed
heterozyéosity (H,) value of all positions ranged from 0.3963 to 0.7702. Genotype frequency of
all populations except Pang Aung\had deviated from Hardy — Weinberg value. The difference
between the four populations was lower level with an average F, value of 0.0463. It was found

that the Mae Hong Son Inland Fisheries station had a highest diversity; following by Myanmar,

Thai — Myanmar,border, and Pang Aung, respectively. Besides, there was a clear genetic
difference between the two groups: the first group is Mae Hong Son Inland Fisheries station,
Myanmar, Thai-Myanmar border and another group is Pang Aung. Genetic relationship testing
was conducted with 32 L. blythii samples from the four sources using DNA sequence analysis of
partial mtDNA gene 128 rRNA and 16S rRNA. It was found two size of partial mtDNA gene
(128 rRNA and 16S rRNA; 323 bp and 480 bp, respectively). For genetic distance analysis of
L. blythii in this study, sequence comparison with L. blythii in Asia, using partial mtDNA gene:
12S rRNA and 16S rRNA had the ranging value of 0.000 to 3.136 and 0.000 to 3.139,
respectively. This can be implied that there was little genetic difference. Furthermore,
an investigation of phylogenetic relationship by the neighbor joining and maximum parsimony
methods of partial mtDNA gene 12S rRNA and 16S rRNA showed the similar apparent tree.
It was also found that Limnonectes and the other groups have an evolution in the forms of
paraphyletic and interior branch which resulted in a difference of bootstrap testing results.
The evolution of L. blythii line from Kuala Lumpur and Endau in Malaysia is the longest one
when compared with L. blythii from the other sources. Therefore, this study will be important for

conservation and preservation management of L. blythii existing habitat.





