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Application of Quick Gene-810 Automated Nucleic Acid Extraction Instrument
on Detection of Genetically Modified Soybean
ZHOU Guang-biao,CAI Ying, CHEN Wen-wan, Wen Er-ying

(Inspection and Quarantine Technology Center, Shantou Entry-Exit Inspection and Quarantine Bureau, Shantou 515031, China)

Abstract: To compare the DNA extraction effect between the two following methods, DNA was extracted from 0. 1% -100%
proportion gradient samples of genetically modified soybean GTS-40-3-2 and non GMO soybean , using QuickGene-810 automa-
ted nucleic acid extraction instrument method and manual DNA extraction kit method respectively. DNA concentration and pu-
rity were detected by the protein nucleic acid analyzer,and soybean endogenous Lectin gene and genetically modified soybean
GTS-40-3-2 structure-specific gene were quantitatively amplificated. In addition, DNA was extracted from 100 soybean samples
employing QuickGene-810 automated nucleic acid extraction instrument method,so as to evaluate the stability of this method.
Results indicated that, QuickGene-810 automated nucleic acid extraction instrument method took a short time, had a high suc-
cess rate and good stability. The concentration and the A,q /Ay, ratio of DNA extracted by QuickGene-810 automated nucleic
acid extraction instrument method were significantly higher than the manual kit method( P <0.001 ). For soybean endogenous
Lectin gene ,the Ct value of nucleic acid extraction instrument method was higher than that of manual kit method (P <0.001).
However, for genetically modified soybean GTS-40-3-2 structure-specific gene,the Ct values of the two methods had no signifi-
cant difference( P =0.540).
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F 1.5 mL #0082 IRER . F T
¥ B8R Wizard Genomic DNA purified kit [¢ i B % 4f
17, e B TR ES TP % 8 min, DNA
5] 50 pL, {UFRHEEUE I8 DT-S 357 & 38 i 45 1k
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Comparing the absorption spectra of
two extracting DNA methods

DNA #Z B8 E B 9 #r (L& 1E R
DNAspectrophotometer testing results

DNA ¥ & DNA concentration/ng- pL - Ao/ Asgo
Testing sample
R A L S FT e
Manual method Extraction method Manual method Extraction method
100% ( +) 236.94 295.61 1.83 2.02
10% ( +) 227.78 301.80 1.87 2.00
5% ( +) 224.94 294. 84 1.89 1.99
2.5%( +) 208. 62 299. 11 1.92 1.98
1.0% ( +) 215.47 300. 06 1.89 2.04
0.5%( +) 198. 64 295.33 1.90 2.05
0.1% ( +) 218.36 294.76 1.90 2.07
0% ( -) 226.24 295.00 1.90 2.01
SEH{E + SD 219.62 +12.06 297.06 +2.81 1.89 +0.03 2.02 +£0.03
Mean + SD

DLy 45 LR 2 AP ATRER B

The above are average of two parallel testing sample.
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ST, ~ I B EEE R (1 =0.631,P =0.540)
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A and B were soybean endogenous Lectin gene amplification figures for the manual method and the extraction method, respectively;C and D

were GTS40-3-2 structure-specific gene amplification figures for the manual method and the extraction method, respectively.
2 FMFF AR DNA 50 PCR 438 E
Fig.2 Real-time PCR Amplification image of two extracting DNA methods
®2 WABEARFWAEER PCR LR

Table 2 Testing sample PCR amplification result of two genes

LectinCt {# Ct value

GTS40-3-2 Ct {4 Ct value

FEA
Sample FT & FT INE 3
Manual method Extraction method Manual method Extraction method
100% ( +) 24.10 24.74 24.89 25.12
10% ( +) 24.03 25.42 28.30 29.67
5% ( +) 24.04 24.82 29.21 30.21
2.5%( +) 24.04 25.58 30.61 32.08
1% ( +) 24.00 25.80 31.76 34.00
0.5%( +) 24.08 25.60 32.96 34.78
0.1%( +) 23.99 25.54 35.73 36.14
0% ( -) 24.03 25.62 - -
SE{E + SD Mean + SD 24.04 +0.04 25.39 £0.39 30.49 £3.49 31.71 £3.75

VLB 2046 %8 I8 2 ASPATRER I (B

The above are the two parallel sample average.
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Fig.3 Real-time PCR Amplification image of endogenous Lectin gene for 100 soybean samples
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