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Abstract: Partial COI gene fragments and D-loop sequences of mitochondrial DNA were used to estimate genetic
variability in Platichthys stellatus, Scophthalmus maximus and their hybrids (P. stellatusQ ><S. maximus3). Based
on the analyses of the mtDNA COI gene and D-loop fragments, the genetic distances (D) between P. stellatus and S.
maximus were 22.9% and 41.2% respectively. Similar result was obtained between the hybrids (P. stellatusQ ><S.
maximus3) and S. maximus, which showed significant differentiation between hybrids and male parent. A very low
differentiation (D = 0.4%) was observed between the hybrid and female parent based on the mtDNA D-loop
sequences, and no genetic differentiation was found between them based on the mtDNA COI gene sequences.
According to the above results, the hybrids (P. stellatusQ><S. maximus3) showed strict maternal inheritance in

mtDNA genome.
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