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Abstract: As the main components of marine biota,ichthyoplankton plays vital roles in the marine
biodiversity. However, morphological identification of ichthyoplankton was time-consuming and e-
ven impossible for some taxa.Diversity of marine ichthyoplankton was believed to be underesti-
mated.To enable accurate and fast identification of species,it is imperative to establish molecular
techniques,to complement the traditional morphological methodology.DNA barcoding (a technol-

ogy to provide rapid, accurate and automated species identifications by using short orthologous
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DNA sequences ) had been fundamentally important in the past few years in classification. Just

like the barcodes on products are recognized,each living species can be identified by using a short

fragment of the mitochondrial gene coding for cytochrome c oxidase subunit I (mt COI).DNA

barcoding provides digitalized criteria and effective means for species identification.This paper re-

viewed some fundamental knowledge of DNA Barcoding, like the conception, principle, workflow

and advantages of DNA barcoding. Meanwhile, the possibility and feasibility of DNA barcoding in

identification of ichthyoplankton were discussed.And the outlook of ichthyoplankton was prospec-

ted,like the establishment of molecular standards for identification of ichthyoplankton.a taxo-

nomic study combining morphological identification with molecular methods,ecological studies of

ichthyoplankton.
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