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Optimization of Splicing by Overlap Extension PCR Using Nested PCR

PENG Lei', ZHAO Yan’, MAYin-hua’ ( 1. College of Life Sciences, Guizhou Normal University, Guiyang, Guizhou 550001 ; 2. Col-
lege of Life Sciences, Wuhan University, Wuhan, Hubei 430072)

Abstract [ Objective] To optimize the Splicing by overlap extension PCR using nested PCR. [ Method] Nested PCR was used to optimize
SOE-PCR (splicing by overlap extension PCR) for combining brown planthopper ( BPH) Actin 1 promoter and EGFP expression cassette.
[ Result] Nested PCR could greatly optimize SOE-PCR. After optimization of nested PCR, the test process was simplified, and the detection
time was shortened. The PCR specificity and detection rate were enhanced. [ Conclusion] The optimized SOE-PCR can rapidly and effectively

fuse the gene segment.
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Fig. 1 Amplification products of SOE — PCR and target gene

amplification

ATTGTTTTTGTGTTGTGCAGGTTAACTAAAGCAAGAA|AGGATATCAACATGGTGAGCAAGGGCGAG|GAGCTG

TTCACCGGGGTGGTGCCCATCCTGGTCGAGCT

T ITHE R B 514 EGFPoverlapF 31, K (W H 5751 EGFP JF51, K8

TRAIFSIN Actin 1 337X,

Note : Box was the EGFPoverlapF sequence of chimeric primer ;sequence of gray background was EGFP sequence ;antecedent? sequence of gray background

was the sequence of Actin 1 promoter.
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Fig.2 Sequencing results of fusion gene by SOE — PCR
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