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Studies on estimation method of key transcription factors by bioinformatics

FUJII, Hiroshi

2,900,000

SIGN-BN

A number of transcription factors are involved in the expression control of
carotenoid metabolism enzyme genes. Understanding of the relationship of the transcription factor is
important to identify key genes of control of metabolism and metabolism design toward component
breeding. Using carotenoid metabolism as a model, gene network was configured. The gene network was
comprised of carotenoid metabolism genes and transcription factors by SiGN-BN software that estimate
directed gene network. The genes located in the uppermost stream were estimated as the key genes of
metabolism control.
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