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The isozyme heterozygosity of white-lined frog Fejervarya limnocharis was
identified from electrophoretic patterns of 4 populations collected from Phang-nga province,
Kanchanabﬁri province and two samples from Chonburi province. All of these populations
composed of 72 samples studied. The starch gel electrophoresis technique was
investigated 15 loci of isozyme heterozygosity. The results showed that 9 loci were
polymorphic; ADH, G6PD, GLD, MDH-1, MDH-2, ME-1, ME-2, ODH and SOD. Whereas,
MDH-1 locus showed the most amount of polymorphic alleleic pattern. The calculated
heterozygosity values were 0.022-0.058 and expected heterozygosity values were 0.119-
0.178. These values revealed that no difference relationship between isozyme
heterozygosity and morphoiogical characters of these 4 populations was found (r = 0.215, P
< 0.05). Therelationship between morphological variation and 6 loci, namely ADH, G6PD,
MDH-1, MDH-2 , ME-2 and SOD was not found (P < 0.05).
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