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Abstract
damage from Bactrocera cucurbitae( Coquillett) ,there is an urgent need to develop a rapid identification technology suitable for the fly.[ Meth-
od ] A pair of primers, GF85 and GR531, was designed and synthesized based on the mtDNA CO I sequence.B.cucurbitae( Coquillett) was cho-

[ Objective ] In order to promote the import and export trade of fruits and vegetables and rapid customs clearance, prevent further

sen as the positive control and other 19 species of fruit flies including B.tau ( Walker) , B.scutellata ( Hendel) and so on were used as the nega-
tive controls, for the PCR amplification and gel electrophoresis. [ Result ] Clear and single 447 bp band was amplified only in B.cucurbitae( Co-
quillett) ,but not in the other 19 fruit flies. [ Conclusion ] The SS-PCR identification method established in this experiment has been applied and
verified in inspection and quarantine, indicating that this method has high species specificity and can be applied in infestation monitoring and

quarantine surveillance of fruit flies in ports.
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Table 1 The species of fruit flies and the accession No. for designing

specific primers of B.cucurbitae

o SRR Bk
T o
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700 bp—

50 bp—

11::M.50 bp DNA Ladder; 1. B IS0 ; 2. H AR S0ME ;3. 7 47 40 S 5 4. BIUHHY SIC0R 5 5.4/ NS08 5 6. JTVSIEINE 3 7. 55 200 5 8. A Bk S 5 9. IO S 4 5 10. i 3
PRSI 1L RPN 1250 SRS 5 13, SRS 5 14 T SR S 5 15 WAL SE B2 500 5 16 IR MIR S 5 17 AT 920 5 18 4] [ AR S 5 19 JTUAR I S 5
20. Fi 48 1L S0 ;21,25 XS BR (dd H,0)

Note :M.50 bp DNA Ladder;1.B.tau( Walker) ;2.B.scutellata( Hendel ) ;3.B.correcta( Bezzi) ;4.B.cilifer(Hendel ) ;5.B.dorsalis( Hendel ) ;6.B.cucurbitae( Coquil-
lett) ;7.B.rubigina( Wang & Zhao) ;8.B.carambolae Drew & Hancock ;9.B.latifrons (Hendel ) ;10.B.atrifemur Drew & Hancock ;11.B.diaphora Coquillett;
12.B.parater( Zhao & Lin) ;13.B. scutellaris ( Bezzi ) ; 14. B. ruiliensis Wang, Long et Zhang, sp.nov.;15.B. modica ( Hardy ) ; 16.B. tuberculata ( Bezzi ) ;
17.Carpomya vesuviana Costa;18.B.hochii(Zia) ;19.Dacus longicornis Wiedemann ;20.B.wuzhishana Lin et Yang, sp.nov.;21.Blank control (ddH,0)

B 1 FIHEABEY LCO1490 F1 HCO2198 312 EUAY 3088 DNA #i i {TRER N ER

Fig.1 The quality inspection results by using universal primers of LC0O1490 and HCO2198 on the extraction of fruit flies’ DNA templates
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10 11 12 13 14 15 16 17 18 19 20 21

{E:M.100 bp DNA Ladder; 1. NS 5 2.5 RS20 ;3. H ARSI 4. 75 40 M S0 5. U SICM88 5 O 4%/ 1N S 7. B 5288 5 8 A7 Sl 5 9. UM 52 e 5 10. i
S RS 5 1 BN 5 12 0T RIS 5 13. SRMR SIS 5 14 By AR S0l 5 15 R0 B ST 5 16,37 e Sl 5 17. AT Sl 5 18] [ AR S i 5 19. TR AR

S 5 20. FLAE L2021 25 X AR (dd H,0)

Note; M.100 bp DNA Ladder;1.B. cucurbitae ( Coquillett) ;2.B. tau ( Walker) ;3.B. scutellata (Hendel) ;4.B. correcta ( Bezzi) ;5.B. cilifer (Hendel) ;
6.B. dorsalis (Hendel) ;7.B. rubigina (Wang & Zhao) ;8.B. carambolae Drew & Hancock;9.B. latifrons (Hendel) ;10.B. atrifemur Drew &
Hancock ; 11.B. diaphora Coquillett ;12.B. parater (Zhao & Lin) ;13.B. scutellaris ( Bezzi) ;14.B. ruiliensis Wang, Long et Zhang, sp. nov.;15.B.

modica (Hardy) ;16.B. tuberculata (Bezzi) ;17.Carpomya vesuviana Costa;18.B. hochii (Zia) ;19.Dacus longicornis Wiedemann ;20.B. wuzhis-

hana Lin et Yang, sp.nov. ;21.Blank control(dd H,0)

E3 3|4 GF85 1 GRS31 ffis S IRIE
Fig.3 The species specific verification of the primers GF85 and GR531
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5 has FAHIR(dd H,y0)
74 :M.100 bp DNA Ladder;1 was 10°;2 was 107 ;3 was 107%;4 was
1075 was blank control (dd H,0)
E 4 3[4 GF85 71 GR531 H R EIIE
Fig.4 The sensitivity verification of the primers GF85 and GR531
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Fig.5 The application and verification of SS—PCR for rapid identification of B.cucurbitae
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