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Fig.1 RT-PCR of AK005183 in mouse testis

M. DNA marker(DL500, TaKaRa); Ctr-. negative control;
1d,3d,5d,7d,10d,14 d, 20 d, Ad. the cDNA templates
of mouse testis; Up. PCR product of AK005183; Down.
PCR product of GAPDH
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Fig. 2 Agarose gel electrophoresis of CD513B-U6 plasmid
M. DNA marker(DL10 000, TaKaRa); U6. the CD513B-U6
plasmid; U6-L. the digested ptoduct of CD513B-U6 plasmid
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Fig. 3 The identification of active clones

M. DNA marker(DL500, TaKaRa); AK1, AK2, AK3 are
three different clones of CD513B-U6-AK005183; NCI1,
NC2, NC3 are three different clones of CD513B-U6-NC;

Ctr-. the negative control
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Fig. 7 The RNA interference efficiency of
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Fig. 5 The RNA interference efficiency of
CD513B-U6-AK005183 in NIH3T3 cell line

RNAi. NIH3T3 cell transfected by CD513B-U6-AK005183
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Fig. 6 Transfection efficiency of the plasmids
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Abstract;: To study the function of long noncoding RNA AK005183 in sperms, the shRNA oligonucle-
otide interfering AK005183 expression was designed and synthesized, and its interference expression of re-
combinant lentiviral vector CD513B-U6-AK005183 was constructed as well . Transfected NIH3T3 cells
with interference expression plasmid to detect the interference efficiency of this shRNA on the expression
of AK005183 by real time and quantitive PCR. By using the third generation lentivirus package system,
the plasmids of CD513B-U6-AK005183, pGag-Pol, pRsv-rev, and pVSV-G was transfected to 2937T cell
lines, an interference expression of recombinant lentivirus with titer of 5X10° TU/mL was aquired from
the package. It was detected that the expression of AK005183 declined by 64 % due to the transfection of
GC-1spa cells lines with lentivirus. This study successfully contructed and packaged the recombinant lenti-
virus which can highly and efficiently interfere with long noncoding RNA AK005183, providing a foudation
for further research on function of long noncoding RNA in sperms.
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