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Abstract

Fish identification sometimes faced with incomplete and inaccurate samples, various stages of
development, or fish processed make use of the so-called "DNA barcodes” to participate in the study. DNA
barcode is partial nucleotide sequence of the 5’ end of cytochrome ¢ oxidase | (COIl), which is approximately

650 bp. The fragment is amplified by using PCR (Polymerase Chain Reaction) technique with the universal

Key words: DNA barcode, species identification, cytochrome ¢ oxidase | gene
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primers specific to the COI gene. This allows to know the species of fish by comparing the COI sequence of

unknown fish with reported nucleotide sequence of organisms of known species in database. This technique is

suitable for inexperienced fish taxonomist. In addition, DNA barcoding can be applied to identify biological

specimens in various fields, such as fish biodiversity, fisheries management and conservation, identification of

fish larvae, identification of new species, and to help confirm food safety.

Key words: DNA barcode, species identification, cytochrome ¢ oxidase | gene
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