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Cloning and sequencing analysis of the codling moth
Cydia pomonella CO1 gene
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Abstract The mitochondrial COI gene fragment of codling moth Cydia pomonella (L.) specimens from the Alar area of
Xinjiang was amplified via PCR and the PCR products were purified, cloned and sequenced. 709 bp nucleotide sequences
were obtained with a very high A + T content (68.7% ) and relatively low G + C content (31.3% ). Comparing the CO[
sequence of the codling moth with that of several other moth species, the homologies of nucleotides ranged from 85.4% to
88.1% and the genetic distances ranged from 0. 130 to 0. 162. Reconstructing the molecular phylogenetic tree of the
Tortricidae with the Neighbor-Joining (NJ) method produced a result in accord with the traditional morphological
classification. The results of this study provide an important basis for the rapid identification of C. pomonella with DNA
barcode technology.
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Fig.1 Genome DNA of Cydia pomonella
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1 —4:genome DNA; M:marker.
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Fig.2 PCR amplification of mitochondrial
COI gene fragment from Cydia pomonella

1 ~4:PCR {3774 ; M:marker; K [q] .
1 —4:PCR products; M:marker. The same below.
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Fig.3 Comparison outcome of COI gene sequence of Cydia pomonella with several other moth
3R E WL Cydia pomonella JFT07773, 75 /N .0 B Grapholita funebrana FJ217780, 3¢ R [ 4 i Spilonota
ocellana FJ412964, Carposina smaragdias GU828805, Bkl ik C. sasakii EF684934, FL/Nfr.0 G, molesta
FJ217765.
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Fig.4 The homologies of nucleotide and genetic distances of COI gene fragment from
Cydia pomonella and several other moth
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Fig.5 The molecular phylogenetic tree for six moth sequence with methods of Neighbor-Joining
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