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Mathematical modeling of wild transcriptome and reproduction by plant factory
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An "inherent gene expression pattern in wild plants™ represents an inherent
life state formed by unique geology, weather, and ecosystem, and is irreplaceable biological
information. Currently, however, this biological information is being rapidly lost by climate
change. In this research, we aimed to propose and verify a method to reproduce life status

characterized by comprehensive gene expression analysis (transcriptome analysis) in artificial
environment system. We conducted fundamental research on perennial herbal plants (Centella asiatica)
that was naturally growing in the field, in order to establish a mathematical model of the core

pattern on the transcriptome for reproducing its pattern by a plant factory.
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