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In Vitro Transcription of Single Porcine Oocyte
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Abstract :By meansd snitching mechanisma 5 end of RNA transcript (SVIART) techrology ,nde matured porcine
M oocyte cDNAswere aplified. Meanwhile ,the mRNA was arrplified from the snge porcine oocyte cDNA products
usng T7 RNA polymerase based in vitro transcription techrology (IVT) ,and the aRNA concentration reached 1. 962
M g. Smart techrology combined with IVT techrology ,mRNA has augmented 2. 3 x 10 times, and this anount could
meet the cDNA array and other high throughput screening requirements. Based on this research ,afeadble plaform has
been egablished to carry out high throughput screening researches for precious and rare hiologcad materids.
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Table 1 Primersfor porcine M oocyte expresed genes

The length
Gene Primer o PCR
products
(p)
F - -
5-CTGCGG TCT GAG GCC TTC GA-3 521
R 5-ACC GIT GAA AAGAGT GA GIF3
Anresin F 5-GAA CTGTCC AAC CCT AAGAT3 358
R 5-CAA TGGAAGTCA TTA TTCAG3
RAL7 F 5-TTGATC TAC AAG CGT GGT TA-3 a3
R 5-CAGCAT CTC CCC CTT CTA CA-3
F 5-CGAA AGT CAT ACC GGA GAA AA-3
RAL23 R 5-QCT ACCAGCATT GGA TGC AA-3 160
F 5-CGG CCGAGT TCG TGGACC TA-3
RP2L R 5-TCT CAC TCT CCC ATC CTGCG3 183
F: ‘R:
F:Forward primer ;R: Reverse primer.
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Fig. 4 Genesexpresed in porcine M oocytes
M. DL5000 DNA merker ; 1. GAFDH; 2. PCNA;
3. Annexin; 4. RAL7; 5. RAL23; 6. RP1.
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Fig. 5 Genesexpresed in porcine
M oocytes after IVT
M. DL5000 DNA merker ; 1. GAFDH; 2. PONA ; 3. Annexin;
4.RAL7; 5.RAL23; 6. RPYL
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