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Abstract [Objectives] DNA barcoding has been one of the main focuses of insect taxonomic research in recent years and
has become a powerful tool for the identification of plant quarantine insects. In order to accurately identify and intercept pest
insects at ports of entry, we developed an insect DNA barcoding identification kit (IDK). This kit allows the quick and accurate
identification of known, and potential, pest insects. [Methods] New primers for specific insect genera or groups were
designed to improve amplification efficiency. A combination of nucleotide diagnostic sites from molecular sequences of
closely related species from the same genera was generated and a database was built specifically for species
identification. [Results] We took quarantine insects Pissodes for the example, the combination of nucleotide diagnostic sites
(identification characteristics) of 5 Pissodes species were generated, and the database was bulit for species identification. One
unidentified sample of Pissodes was compared to the identification characteristics stored in the library. Similarity between the

query sequence and P. terminalis in database is 100%. This identification was confirmed by later morphological examination.
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This paper introduces the principles, technical methods, identification process and application of this new kit, and discusses its

prospective benefits for plant quarantine. [Conclusion] Insect DNA barcoding identification kit will lay a basis for

establishment of standard and accurate species identification platform. It will has a good prospect of application.
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Fig. 3 The identification characteristics of genus Pissodes (the length of CO fragment is 371 bp)
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