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W R O EE (F£3C) : Our previous theory on histone modifications suggested that
mutual controls among a wide variety of histone modifications form complex histone
modification network. In this study, to elucidate how the network is built and working in
living cells, the aberrances of the network caused by the point mutation of histone
modifiable residues were comprehensively examined as phenotypic changes using the
histone point-mutant library of the budding yeast. As a result, histone H3-Lys4, -Lys36 and
histone H4-Lys12, -Lys16 were identified as modifiable residues working as “functional
hubs”, which play an important role in the maintenance of biological functions.
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