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Unlike RNA interference, whose usage is limited to eukaryotic cells, Peptide Nucleic Acid
(PNA) technigue is applicable to both eukaryotic and prokaryotic cells. PNA has been proven
to be an effective agent for blocking gene expressions and has several advantages over
other antisense techniques. Here we developed a parallel computing software that provides
the ideal sequences to design PNA oligos to prevent any off-target effects. We applied a
new approach in our location—finding algorithm that finds a target gene from the whoie
genome sequence. Message Passing Interface (MPI) was used to perform parallel computing
in order to reduce the calculation time. The software will help biologists design more
accurate and effective antisense PNA by minimizing the chance of off-target effects.
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Item Quantity
2400 AMD CPU Opteron 16
ASUS SK8V Motherboard 16
512MB ECC PC2700 32
Netgear Gigabit Switch 1
Seagate 80giga HDD 16
Graphic Card 16
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