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Extraction of Genome DNA of Aphid by Optimized Potassium Acetate (KAC)

ZHAO Li-juan et al (Insititute of Bio-technique, Gansu Academy of Agricultural Science, Lanzhou, Gansu 730070)

Abstract [ Objective] The aim was to explore a simple and effective extraction method for extracting genome DNA of single aphid. [ Meth-
od] With peach aphids from different areas as the tested materials, the improved KAC method and optimized KAC method were taken to ex-
tract the genome DNA of single aphids. The concn. of obtained DNA (0D, ., ) was determined by ultraviolet spectrophotometer and its puri-
ty was determined by 0. 8% agarose gel electrophoresis. The exiraction effects of 2 methods were compared. The DNA obtained by optimized
KAC method was amplified with PCR and detected by electrophoresis. [ Result] The 0D, of single aphids genome DNA extracted with op-
timized KAC method was 1.6 —1.9 and its concn. was 20 — 50 ng/g. The OD, ,, of single aphids genome DNA extracted with improved
KAC method was 1.4 —1.7 and its conen. was 8 —25 ng/g. The electrophoresis strip of PCR amplification products of single aphids genome
DNA from the same area was similar. [ Conclusion] The concn. and purity of aphids genome DNA exiracted with optimized KAC method were higher.
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Fig. 1 The electrophoretogram of Myzus Persicae genomic DNA
by optimized Kalium Aceticuom method
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Fig. 2 The electrophoretogram of Myzus Persicae genomic DNA
by improved Kalivm Aceticum method
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Note: M. Marker; 1 -7. Myzus Persicae genomic DNA.
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Fig. 3 PCR amplification results of SSR random primers of
Myzus Persicae genomic DNA
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W 68. 1 ml/min, #hFEIE 56 ml/min, AAANEFHH
P 1 0 (R B NP T] (i) RIKR : e 7SN 25. 345 min y AN
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Table 1 Conditions and levels of strain degradation hexachlorocyclo-

hexane
HE JKE Levels
Factors 1 2 3 4
A(PH {B) pH value 5 5.5 6 6.5

B(#:5E /% ) Inoculated-pathogen quantities 2 4 6 8

C(NH,Cl/g/L) 0.40 0.80 1.20 1.60
D(KH,PO, //g/L) 0.15 0.30  0.45 0.60
E(Mg50, /¢/L) 0.10 0.20  0.30 0.40

W EEE IR 24 h KR, T3 000 o/min (KRG AE L, A
IR E .
Note: Inoculated-pathogen quantities are bacteria solution which have been
cultured for 24 hours, concussion centrifugation with 3 000 r/min and
weighed the strains.
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Fig.1 Degradation effect of different strains on four isomers of hexa-

chlorocyclohexane
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