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Molecular mechanism for the reversible genome modulation

Tanaka, Seiji

3,000,000

CuP1

Usually genome information must be maintained stably over generations for
the integrity of the organism. However, some exceptions exist. One example is the CUP1 locus of the
budding yeast Saccharomyces cerevisiae, whose copy number changes upon the concentration of copper
ion included in the growth medium. Such copy number change might help S. cerevisiae to adapt the
environment, however, it also might be a big threat for stable genome maintenance. Therefore, I
investigated how this organism keeps these controversial mechanisms. As a first approach, 1
elucidated how this locus is replicated in the cell cycle and 1 found that the structure and the
mode of regulation of replication origin in the CUP1 locus is very different from that of typical
replication origins in S. cerevisiae. This indicate that | found a novel type of replication origin.
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