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Development and apprication of comprehensive system for
analyzing sequence motif

Hirofumi Akashi” Reo Maruyama” Fumio Aoki” Minoru Toyota” Yasushi Sasaki” Hajime Tokura'

)

Kazuyoku Saijo” Yasuyoshi Naishiro” Haruyuki Tatsumi? Kohzoh Imai” Takashi Tokino”

Information Center of Computer Communication, Sapporo Medical University"”
Department of Molecular Medicine, Cancer Research Institute, Sapporo Medical University”
First Department of Internal Medicine, Sapporo Medical University”

First Department of Anatomy, Sapporo Medical University”

Abstract: We have developed a web-based genome-wide analyzing system on DNA motifs. The system was predicted
too many p53 binding sites to analyze. In this time, we have looked for ways to narrow the list down to adequate
number. Inresults, we demonstrated that the functional p53 binding sites are within 10kb around TSS(Transcription

start site) and detected in similar sites to mouse ortholog.
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