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A104  Genic Variation and Speciation of Rana rugosa in Korea.
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Isozyme analysis for 31 populations of wrinkled frog, Rana rugosa from
Korea and Japan was performed to assess the degree of genic variation and
genetic diversity. A sum of 22 presumptive loci was screened from 17 enzymes
and general proteins. The degree of average genic variation of R. rugosa was
P=22.6%, Ho=0.085, and He=0.089. The genetic diversity of Ulsan population was
the highest (He=0.165) and Okkye population was the lowest (He=0.042). The
degree of genetic differentiation among the Korean populations was moderate
(average S=0.900), whereas the degree of genetic diversity between Korean and
Japanese populations was notably higher (S=0.687, D=0.294), suggesting the
specific level of differentiation.

In south-eastern area of Korean peninsular (Chongsong, Yongchon, Ulsan,
Kyongju, Pohang, Yongdog and Uljin), a few unique alleles in Mpi locus were
detected and its biogeographic implication was considered.
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