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Preliminary exploration of identifying Caryedon serratus (Olivier) in peanuts
from India by molecular biology techniques and systems
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ABSTRACT: Objective To explore the methods for the identification of Caryedon serratus (Olivier) in peanuts
with a complete life cycle from India by molecular biology techniques and systems. Methods The mitochondria
cytochrome Coxidase I (COI) gene of Caryedon serratus mitochondria was amplified by PCR, and the COI gene
sequence was obtained. Then the phylogenetic tree of Caryedon serratus and 14 kinds of other bean weevils based on
COI gene fragment sequence was constructed by maximum parsimony (MP) method, and the phylogenetic
relationship was analyzed. Results The sequence was confirmed as COI gene of Caryedon serratus by GenBank
BLAST, and submitted to GenBank for a login number. The phylogenetic tree showed that Callosobruchus maculates
(Fabricius) and Caryedon serratus in the same area had a close phylogenetic relationship. Conclusion This study
lays a foundation for the use of molecular biology techniques and systems to identify Caryedon serratus (Olivier) in
imported peanuts.
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Fig.3 The phylogenetic tree based on COI gene sequence of Caryedon serratus (Olivier) and 14 other bean weevil species
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