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In this stud%, we aimed to understand the mechanism of the harmony of
chromosome functions (Chromosome Orchestration System: Chromosome 0S) through the reconstruction of
three-dimensional structure of chromosomes and the acquisition of four-dimensional information. The
knowledge obtained in this area has been integrated into a chromosome OS information platform,
compiled into a database, and made available to the public. It is expected to contribute to the
further development of life science as a whole, not only in the fields of epigenetics and chromosome
biology, but also in the fields of drug discovery, clinical practice, etc. Model chromosomes, which
were constructed through biochemical efforts in this field, have also caused a stir in the current
genomics-oriented chromosomal field, and have laid the groundwork for biochemical approaches to
delving deeper into the conundrum of chromosome structure control.
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