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Detection of new lineages and wide introduction of Rhynchocypris lagowskii in Japan,
based on mitochondrial DNA D-loop analysis
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. N . Fig. 1 Sampling sites of Rhynchocypris lagowskii
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Fig. 2 Maximum likelihood phylogenetic tree

constructed from the genetic distance
estimated from the mitochondrial DNA
Rhynchocypris
alongside

D-loop sequence  of

lagowskii.  Numbers each
internal branch indicate bootstrap values
>50% based on 1000 replications.
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