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Molecular Phylogenetic Studies of Osteoglossidae Based on the Sequences of
Complete Mitochondrial Cytochrome b Gene
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Abstract ; The present study aimed to clarify the genetic structure and evolutionary relationships within
Osteoglossidae , using complete mitochondrial cytochrome b(Cyt b) gene sequences (1 141 bp) of three
breeds of Scleropages formosus . Gold arowana,Red arowana and Green arowana ,together with relevant se-
quences of Scleropages leichardti,S. jardini, Heterotis niloticus , Osteoglossum ferrerirai , Q. bicirrhosum ,Ar-
apatma gigas obtained from GenBank. The phylogenetic trees constructed by two methods (NJ and MP)
supported the same topology,and molecular phylogenetic relationships of fishes of the Osteoglossidae were
constructed. Both of NJ tree and MP tree showed that fishes of the Osteoglossidae were a monophyletic group
and classified Osteoglossidae into four genera,namely Scleropages , Heterotis , Osteoglossum ,Arapaima , which
were perfectly consistent with their morphological , ecological characteristics, evolution and geographic dis-
tribution pattern. Sequence variation of less than 1% in mtDNA Cyt b gene among three breeds of S. for-

mosus suggested that they might represent the same species.
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Tab.1 Scientific name,length of Cyt b sequence and GenBank accession numbers of Cyt b sequences for Osteoglossidae
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Tab.2 Genetic distances calculated among Osteoglossidae species based on Kimura-2 model
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