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Preliminary study on distinction between a native and introduced field gudgeon,

Gnathopogon elongatus elongatus in Kanto region, Japan by using DNA analysis
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Table 1 Haplotype frequencies in each population.
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distance estimated from the mtDNA Cytchrome b
region sequences. The number beside each internal
branch indicates bootstrap values based on 1000
replications. Haplotype numbers are defined in Table 1
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