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Establishment of new omics approach for the comprehensive analysis of the light
sensing pathways
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Photome

To understand the light-sensing network of living organisms, I developed new
omics method named "Photome". This method utilizes the advantage of wide range of quantification
of the next generation sequencer and the irradiation of multichromatic light with high resolution
wavelength. 1 succeeded to establish highly efficient sample preparation method of photome and also
automated pipeline for computing. This method can be applied to all living organism and will promote
the progress of the wide research filed such as analysis of intrinsic light-sensing pathway or
regulation of cellular response by light irradiation.
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