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Abstract
of the moth captured by light trap.[ Method ] The suspected adult of S.frugiperda were captured by light trap in the corn field ,and analysis of a-

(1.Hubei Key Laboratory of Insect Resources Utilization and Pest Sustainable Man-

[ Objective ] To clarify whether the light trap can effectively monitor and control Spodoptera frugiperda and analyze the mating state

natomy of reproductive system and molecule information of the suspected moth were followed then,so that determining biotype identity, sex,
mating and spawning status.[ Result] The trap light captured a total of 43 suspected S.frugiperda , after molecular identification, it was deter-
mined that 40 of them were S.frugiperda. Among the S.frugiperda captured by light trap ,the females all had mated , accounting for 62.5% of the
total ,and most of them had laid eggs,accounting for 88% of the total females,and there were 5.3 produced females and only 1 unfertilized fe-
males was trapped per night averagely. [ Conclusion ] This study states that the moth has phototropism and it can be monitored or controlled by

light trap and most of the females had laid eggs.
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Note : A is the hind wing of S.frugiperda ,and its gray stripe of the apex

angle extends to the Cu, vein;B is the hind wing of S.litura,and
its gray stripe of the apex angle extends to the 1A vein
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Fig.1 Comparison of hind wing morphology of S.frugiperda and

S.litura
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Plufella xylostella KM226967. 1

E : Spodoptera frugiperda. FE L T8 ; Spodoptera eridania. V. #4H7 %h ML ; Spodoptera dolichos. T %%k 1t ; Spodoptera pulchella. 11 #) Ft. %k 1 ; Spodoptera
Littoralis. V6 JR AT ; Spodoptera litura. AT ; Spodoptera exempta. Y5755k 11 ; Spodoptera exigua. TSI I ; Helicoverpa armigera. §ii 4% 1t ; Bom-
byx mori. 78 4% ; Danaus plexippus. Bk 4 E8E ; Plutella xylostella. /N0
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Fig.3 Phylogenetic tree of COI gene

Tpi—corn CCCTGCTATGATTAAGGACATCGGAGCCAACTGGGTCATCCTTGGTCACTCTGAACGTAGGACHATCTTCGGTGAGA 77
Tpi-Wuhan CCCTGCTATGATTAAGGACATCGGAGCCAACTGGGTCATCCTTGGTCACTCTGAACGTAGGACHATCTTCGGTGAGA 77
Tpi-rice CCCTGCTATGATTAAGGACATCGGAGCCAACTGGGTCATCCTTGGTCACTCTGAACGTAGGACCATCTTCGGTGAGA 717
Tpi-corn AAGATGANCTTGTTGCAGAGAAAGTAAGTACTAAACATAAATGAGATTTATAATATATATTTTTATTCTAAGTAGAT 154
Tpi-Wuhan AAGATGAJCTTGTTGCAGAGAAAGTAAGTACTAAACATAAATGAGATTTATAATATATATTTTTATTCTAAGTAGAT 154
Tpi-rice AAGATGACCTTGTTGCAGAGAAAGTAAGTACTAAACATAAATGAGATTTATAATATATATTTTTATTCTAAGTAGAT 154
Tpi-corn ACTAAT. GTGAAATT IAGGTTGCCCATGCTCTTGAGTCCGGACTGAAGGTTATCGCTTGCATTGGAGAGACT 231
Tpi-Wuhan ACTAATA. GTGAAATT JAGGTTGCCCATGCTCTTGAGTCCGGACTGAAGGTTATCGCTTGCATTGGAGAGACT 231
Tpi-rice ACTAATAAGAGTGAAATTTTCAGGTTGCCCATGCTCTTGAGTCCGGACTGAAGGTTATCGCTTGCATTGGAGAGACT 231
Tpi—corn CTTGAAGAACGIGAGGCTGGAAAGACTGAAGAAGTTGTGTTCAGGCAGACTAAGGCCCTTTTACCAGCTATTGGCAG 308
Tpi-Wuhan CTTGAAGAACGHGAGGCTGGAAAGACTGAAGAAGTTGTGTTCAGGCAGACTAAGGCCCTTTTACCAGCTATTGGCAG 308
Tpi-rice CTTGAAGAACGCGAGGCTGGAAAGACTGAAGAAGTTGTGTTCAGGCAGACTAAGGCCCTTTTACCAGCTATTGGCAG 308
Tpi—corn CAACTGGGACAAGGTCGTACTAGCTTATGAACCEGTITGGGCTATTGGCACMGGAAAGACCGCCACCCCACAG 381
Tpi—Wuhan CAACTGGGACAAGGTCGTACTAGCTTATGAACCEGTHTGGGCTATTGGCACBGGAAAGACCGCCACCCCACAG 381
Tpi-rice CAACTGGGACAAGGTCGTACTAGCTTATGAACCTGTCTGGGCTATTGGCACTGGAARAGACCGCCACCCCACAG 381

T« Tpi-corn 7R g™ FOREY” , Tpi-rice R /KA AL

« «

Note ; Tpi-corn represents “corn strain” , Tpi-rice represents “rice strain
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Fig.4 Haplotype analysis based on 7pi gene fragments
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Note : A represents the number of female and male captured by light trap per night,B represents the number of oviposited female and unoviposited female

captured by light trap per night.The column in the fugure indicated Mean with SEM,ns means no significant difference at 0.05 level, * means sig-

nificant differences at 0.05 level
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Fig.5 The sex and mating status of S.frugiperda captured by light trap
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