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Abstract The fall armyworm, Spodoptera frugiperda (J.E. Smith), is an important agricultural invasive pest that
is native to tropical and subtropical America. At present, the insect has crossed Myanmar and entered into south-
western Yunnan of China, and has the trend to overspread in the surrounding areas. Rapid and accurate identifi-
cation is the key to early warning, monitoring and prevention of this invasive species. In this study, genetic meth-
ods based on two molecular markers, mitochondrial cytochrome oxidase subunit [ gene (CO [ ) and triose-phos-
phate isomerase (Tpi), were used to characterize 83 samples collected from five different regions in Yunnan Prov-
ince. The samples could be accurately identified to be S. frugiperda or close-related species such as S. exigua by se-
quence alignment based on CO | gene fragment. Subpopulation of “corn strain” was confirmed by Tpi haplotype
analysis. This study provides methodological support for rapid species identification of S. frugiperda ., and provides
early basic data for further origin analysis and genetic traceability.
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Table 1 Information of samples used in this study
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Fig. 1  Gel electrophoresis of partial PCR products
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Fig. 2 Phylogenetic tree constructed by NJ analysis based on CO | gene fragments
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Fig. 3 Haplotype analysis based on Tpi gene fragments, arrows indicate corn or rice strain-specific polymorphic loci
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