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na,two recently introduced stocks originated from wild populations in Iceland(BP) and France
(FP) ,and one long-farmed stock without definitive origin(JNP) , was analyzed. Twenty turbots
were chosen in each stock and the partial sequences of mtDNA D-loop region were obtained by
PCR amplifying and DNA sequencing. Among the 60 turbots analyzed, a range of sequence
length of 739-759 bp of the partial mtDNA D-loop was determined, and a total of 46 polymor-
phic loci including 17 singleton polymorphic sites and 29 parsim-informative sites were detected.
Fifty-six haplotypes were identified with the haplotypic diversity ( H;) of 1.000, 0. 950 and
0. 850 in BP,FP and JNP respectively. The nucleotide diversity of the three stocks was 0. 007 97
(BP), 0.011 34(FP), and 0. 006 6 (JNP). The fixation index of genetic distance between stocks
of BP vs FP, BP vs JNP, and FP vs JNP was 0. 534 41, 0. 277 23 and 0. 607 25, respectively.
There were certain genetic varieties among the three stocks, although the genetic diversity of
these stocks was not high. Hence, these three stocks have the potential to be conserved and ex-
plored individually. The FP is more valuable for the selective breeding than the other two stocks
for its further segregation from the other populations estimated by the genetic distance.
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Table 2 Statistical parameters estimated for the three populations of turbot
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Table 3 Genetic differentiation and N, values among the three populations of turbot
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