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Development of a novel method for analyzing repeat sequences

Ozaki, Kokoro
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In order to find clinically important repeat sequences in human genome, |
exploited a bioinformatics approach, which resulted in significantly important repeat sequences. |
further developed a novel method to accurately measure the length of the
repeat sequences. For that purpose, | had to develop standard repeat libraries, which will be of use

in the future studies. In addition, | tried measuring repeat lengths in a human neurodegenerative
disorder. The analysis did not give a significant result. In summary, | found a repeat sequence as a
possible risk factor for a human neurodegenerative disorder.
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