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The Artificial Synthesis of TAT PTD and Tachyplesin Fusion Gene by Overlap Extension PCR

QIU Dao-shou et al ( Crops Research Institute, Guangdong Academy of Agricultural Sciences, Key Laboratory of Crops Genetics and Im—
provement of Guangdong Province, Guangzhou, Guangdong 510640)

Abstract In order to study the coefficient of the TAT PTD ( the protein transduction domain in HIVH transactivator of transcription protein)
to the antibacterial peptide tachyplesin from Tachpleus tridentatus, 6 sequence of oligonucleotides with EcoR land Xba I in the ends of 5“-end
of the first and last primers respectively were designed, based on the TAT PTD and tachyplesin mature peptide cDNA template, which was op—
timized according to the Pichia pastoris preferred codon. A optimized TAT PTD and tachyplesin fusion gene with 219 base pairs was artificially

synthesized by overlap extension PCR, which laid a preliminary foundation for the following functional and coefficient studies.
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4 PCR

o GGRATT GRAGRAGARAGIGGIGITIIC 55
E GGARATT GAAGRAGARAGTIGGETIGITIIC 55
E GGRATT GAAGRAGRARAGIGGEIGITIIC 55
E GERATT GT. \GRAGAAGARAGTGEETGEITITIC 55
H GERATT GT. CALLRCAACGAAGARAGTGGTETITITIC 55
Consensus ggaatTtcatgtacggt acaaagaagaagaaagTggCOCtCC
yriginal.cxt ARG TACAGAG AGGTAAGAGARA!

ARG I TACA AGGTAAGAGARA

AGAGITEGTITACHR LCRGETRAGAGALE

LGAGTTEGTTACE LEGTRAGAGARL

AGRGTT.GTTACR AGGTAAGRGALD

agagtt gttaca aggtaagagaaacgag
o GITAGACAARTACA CAGARGGITACGAEGTIA c AGAGGAGACIT 164
E GTTAGACAARTACA! CAGAGGTTACGATGTITA C AGAGGAGRCIT 164
E GITAGARCARTACE CAGAGETTACGREGTTAGARGC AGAGGAGRCTIT 164
E GTTAGACAATACHL CRAGRGETTACALREGTTAGAGCTATTICCAGAGGAGRACTT 164
H GTTAGACAATACH CAGAGETTACCACGGTTAGRGCTATICCAGAGGAGACTT 164
Consensus gttagacaatac cagaggttac a gttagagctattccagagCagactt
original.txt GACGAGGACGACGRCER 219
E GACGAGGACGACGRCER 219
E GACGAGGACGACGRCE 219
E GACGAGGACGACGACE 218
H GACGAGGACGACGACEE 2149
c = gacgaggacgacgacg
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