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Abstract

pair of species-specific primers XF29 and XR293 were screened and designed, which could accurately identify Bactrocera rubigina. Bactrocera

[ Objective ] To study the rapid identification technology of Bactrocera rubigina. [ Method ] Based on mtDNA COI gene sequence, a

rubigina was selected as positive control, and 19 fruit flies such as B. cilifer and B. tuberculata were selected as negative control for PCR am-
plification and electrophoresis detection. [ Result] Only the positive fruit fly rust red fruit fly amplified a clear and single band at about 265 bp,
and none of the other fruit flies showed any band. [ Conclusion ] Using SS-PCR technology, the specific primers designed based on mtDNA COI
gene sequence screening have strong species specificity and stability, which can provide rapid identification basis for entry and exit fruit and

vegetable quarantine, early warning of epidemic situation and effective monitoring and control.
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L1 g miR s s fh 2 A 85 20 R S0 B. rubigina
(Wang & Zhao) f%/NSEME B. dorsalis (Hendel ) 3544 F SE i
B. correcta (Bezzi) MHk3CM B. carambolae Drew & Hancock .
BB B. latifrons (Hendel) | JNSZME B. cucurbitae ( Coquil-
lett) B JNSE WA B. tau (Walker) | By SZW B. cilifer ( Hen-
del) JEAL LM B. tuberculata (Bezzi) Hi Tl S SCM B. ruiliensis
Wang,Long et Zhang, sp. nov. |JE 522508 B. modica ( Har-
dy) PRIRSC U B. scutellaris ( Bezzi) | T BA B SC W B. parater
(Zhao & Lin) , BB 52 4% B. diaphora Coquillett, H. 5% 57 i
B. scutellata (Hendel) Jift v B2 SEWE B. atrifemur Drew & Han-
cock LM Carpomya vesuviana Costa fi] [GHESEME B. hochii
(Zia) \FiF81LI5EME B. wuzhishana Lin et Yang,sp. nov  JAARE[E
S0 Dacus longicornis Wiedemann 20 FPsCif, diAER B I 2
A R GG ARAR | v ] 0 45 M 000 08 A A T S AR 2K
HAtudE Bactrocera . Carpomya Dacus 3 -5 J& Bactrocera |
Zeugodacus \Sinodacus Asiadacus 4 LWV IE, HTFHF
A S T B SR AR A, SR ] & R IR O I VK AR
TRAF
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CACTAATTGGAGATGATCAAATTTATAATGTAACTGTAACA-
GCTCATGCCTTTGTAATAATTTTCTTTATAGTAATACCTATCA-
TAATTGGTGGATTCGGAAATTGACTTGTTCCCCTAATATTAG-
GGGCCCCCGACATAGCATTTCCACGAATAAATAATATAAGA-
TTTTGACTATTGCCTCCTTCTCTCACGCTTCTATTAGTAAGAA-
GTCTAGTAGAAAATGGAGCTGGTACAGGTTGAACAGTTTAT-
CCTCCGCTATCATCTGTTATTGCTCACGGAGGAGCTTCAGT-
TGACCTAGCAATTTTCTCTCTTCACTTAGCAGGTATTTCCTC-
AATTTTAGGAGCGGTTAATTTTATTACAACAGTAATTAATAT-
ACGATCAACAGGAATTTCATTCGATCGAATACCTTTATTCGT-
TTGAGCAGTTGTATTAACAGCTCTTTTACTTTTATTATCATTA-
CCAGTTTTAGCAGGAGCTATTACTATATTATTAACAGATCGA-
AACTTAAACACTTCCTTTTTTGACCCTG-3',
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42 :M. 50 bp DNA Ladder, 1. 4541 S SC0E B. rubigina, 2. % /N2 0
B. dorsalis 3. T 15 K520 B. correcta, 4. ¥4k 520 B. carambo-
lae 5. BHLSLNE B. latifrons ,6. JKSZHE B. cucurbitae 7. [ JRSZH
B. tau 8. B SEIG B. cilifer 9. JENRSEE B. wherculata ,10. Bl
S5 B. ruiliensis 11, JEZEE2520 B. modica ,12. SRS B.
scutellaris , 13. JT BEISLME B. parater,14. JBEi 5L B. diaphora,
15. ELASCHR B. scutellata ,16. BRIHFASING B. atrifemur 17, HE52
I Carpomya vesuviana ,18. {i] FRAESZME B. hochii ,19. 48 11152
W8 B. wuzhishana ,20. N IE S0 Dacus longicornis,21. %5 [ %
B8 dd H,0
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Fig.1 The quality inspection results of extracted fruit fly DNA
templates by using universal primers of LCO1490 and
HC02198
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7 :M. 100 bp DNA Ladder, 1. 8521 S 520 B. rubigina 2. 1% /NSEH
B. dorsalis 3. 7541 {35208 B. correcta, 4. ¥k S5 Mg B. carambo-
lae 5. SIS B. latifrons ,6. JNSZME B. cucurbitae 7. 7 JINSZ 0
B. taw,8. Gy LW B. cilifer 9. JEAF SN B. tuberculata , 10. Tl
RS B. ruiliensis, 11. JHBEEESME B. modica ,12. BRI B.
scutellaris | 13. 3 BHi 508 B. parater, 14. BB 524 B. diaphora,
15. EL.E<5208 B. scutellata ,16. BRGS0 B. atrifemur , 17, 5L
Wi Carpomya vesuviana ,18. {i] [QAESZWY B. hochii, 19. FF5 1115
W B. wuzhishana ,20. JKFEHE 3208 Dacus longicornis ,21. 25 4 X}
H5 dd H,0
B2 3|4 XF29 0 XR293 ffh4d R0
Fig.2 The species specific verification of the primers XF29 and
XR293
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1 500 bp
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4:: M. 100 bp DNA Ladder,1.10°,2. 107" 3.1072,4.107* 5. 25 (45
18 dd H,0
E 3 3|4 XF29 1 XR293 {9 R 1 IS F
Fig.3 The sensitivity verification of the primers XF29 and XR293
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100 bp—

7 : M. 100 bp DNA Ladder,1~19. 8541 4L 5204 B. rubigina ,20. 25 4
%} & dd H,0
4 SS-PCR RIELEEFLIREMWH A SIIE
Fig.4 The application and verification of SS-PCR for rapid i-

dentification of B. rubigina
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