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Development and application of genome profiling system featuring high-speed and
large image processing
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Genome profiling (GP) method is a method consisting of amplification of a
set of gene fragments by random PCR, application of the amplified DNA to temperature gradient gel
electrophoresis (TGGE), and analyzing the TGGE pattern. GP method enables the rapid acquisition of
sequence information without sequencing. In order to increase the throughput of micro-TGGE analysis
of DNA, we developed a new system in which five samples can be run simultaneously in a single gel
which consists of 5 sample-loading lanes arranged in a design of 3 columns and 2 rows. We also
developed a software that can trace a TGGE pattern and identify a feature point. In addition, we
developed basic technologies with which a target DNA fragment can be amplified by an isothermal
amplification method “ recombinase polymerase amplification” and identified one base mutation in
the DNA according to the difference in TGGE pattern.
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