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Analysis of PCR-RFLP data on the COI -COIl gene of three bark
beetle species (Coleoptera: Scolytidae) by microfluidics
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Abstract PCR-RFLP was used to amplify and analyze the CO] -COIl genes in the mtDNA of Dendroctonus valens

LeConte, Hylurgops longipilis Reiher and Ips acuminatus Gyllenhal. Specific restriction enzymes were screened by

comparison of restriction recognition sites. The amplified gene fragments could be analyzed quickly by microfluidics

following enzyme digestion. The results indicate that this technique can accurately and rapidly identify these three beetle

species.
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Fig.1 The genomic DNA of three bark beetle species
D XK 45 K/N&: Dendroctonus valens; H XK KB

T/Ng: Hylurgops longipilis; 1K 7514 /Nak Ips acuminatus.
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Fig.2 Amplification of the COI -COIl

gene of three kinds of Scolytidae
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M:maker; DI ,H 1,11 : the amplified gene fragment of
Dendroctonus valens, Hylurgops longipilis and Ips acuminatus
using primer [ ; DI, HI[ , 11 : the amplified gene fragment
of Dendroctonus wvalens, Hylurgops longipilis and Ips
acuminatus using primer [[ ; DI, HII, [l : the amplified
gene fragment of Dendroctonus valens, Hylurgops longipilis

and Ips acuminatus using primer [II .

%1 EcoRIxt3 M/ EREYIER
Table 1 Digestion results of COI -COIl gene from three bark beetle species by EcoRI

ik il D) 57, i 2 Wit D) 7. 2 7 471 B DA iU 1 B (bp)
- Number of restriction  Sequence of restriction Restriction Size of restriction
Species
enzyme sites enzyme sites enzyme sites enzyme sites
EAN DAY -
1 G/AATTC 244 244,691
Dendroctonus valens
KBTI
0 G/AATTC N 920
Hylurgops longipilis
NN E
1 G/AATTC 335 335,572

Ips acuminatus
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Fig.3 Enzyme digestion electropherogram and analog electrophoresis of three bark beetle species
g flg R/ANEE: 2: KB/ 3: 80K

1: Dendroctonus valens; 2: Hylurgops longipilis; 3: Ips acuminatus; 4: analog electrophoresis of three bark beetle species.
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