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Genetic population structure of rainbow trout (Oncorhynchus mykiss)

strain in aquaculture from mitochondrial DNA sequences

Eisuke Nakamura

Abstract We examined the genetic population structure of a strain of cultured rainbow trout, Oncorhynchus
mykiss, using direct DNA sequencing of the mitochondrial DNA control region. Fourteen mtDNA
haplotypes were obtained from 34 populations (331 samples) of trout farms and clustered into 3 groups I-
II. As 27 of the 34 populations belonged to group I, we suggest that the 34 populations of cultured rain-
bow trout belong to group L.

As group I does not share common haplotypes with the rainbow trout from Shizuoka Prefectural Research
Institute of Fishery, N ancestry, the N ancestry, which is the average of 3 different strains of rainbow
trout, was also different. These results suggest the occurrence of genetic differentiation between the 4 rain-

bow trout strains leading to their genetic divergence.

Key words: Rainbow trout, mitochondrial DNA, strain, aquaculture, population structure



