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Genetic structure of the Japanese eight-barbel loach in the upper basin of
Kokai River: preliminary analysis using microsatellite DNA markers
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Averages of number of alleles and observed and ex-

pected heterozygosity per marker for analyzed six

populations (error bar means standard error)
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Pairwise comparison of Fsr values for genetic differ-
entiation among analyzed six populations
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Structure of genetic differentiation among analyzed

populations (Neighbor-joining tree of Fsy)
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