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A novel approach for the understanding of basic structure and behavior of human
chromosomes
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We have built up the informatics system to explore human chromosome dynamics by
Next Generation Sequencer Based Technology. Then by using this technology we have analyzed chromosome
behavior during cell cgcle, aging, and in cell line established from developmental disease patient. Our
main achievements can be summarized as follows. 1) Discovery of cohesin deacetylase and its function
during cell cycle, 2) ldentification of cohesin as an essential component that link chromosome high order
structure and transcriptional elongation, 3) identification of condensin®s role as a masker of R-loop
during mitosis, and 4) Establishment of new chromosomal informatics system (DROMPA) to understand
chromosome dynamics.
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