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Chromatin is a dynamics structure that can be regulated by epigenetic code involving DNA
methylation, histone modifications, ATP-dependent chromatin remodeling and histone variant
eviction/exchange. By developing proteomics approach or gemone wide screening, a large
number of protein modules and networks, which were not previously linked to DNA damage
response were identified and new interconnections between DNA repair, replication and
transcription have led us to expand our knowledge regarding the signaling of DNA damage
response. We have previously shown that TIP60 histone acetyltransferase complex, which is
involved in DNA damage response signaling, regulates the eviction of histone H2A variant,
H2AX after DNA damage. To investigate the role of the eviction of histone H2AX in DNA
damage response, we purified histone H2AX as a protein complex from HelLa cells. We
identified the functional module for the eviction of histone H2AX through the TIP60 and H2AX
complexes interaction network. In this time, focusing on these complexes, we will discuss
current knowledge on chromatin dynamics and epigenetic regulation with respect to the cellular

response to DNA damage.
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