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Quantitation of mRNA levels in a single cell can be realized by the recent pyro-sequencing technology.
However, to assure primer specificity, we need to perform a huge number of sequence alignments of the
primer candidates against mRNA database, which requires extremely large computational costs. Thus, we
adopt field programmable gate array (FPGA), on which logic circuits for hundreds of parallel computation
of oligomer comparison are implemented. This system can execute sequence alignments about 1,000 times
faster than a general CPU. To select the best primers, we also check the possibilities of cross-hybridization,

primer dimer formation and secondary structure formation.
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