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AP APNX Tip60

Human APNX protein is a dual function enzyme that have AP endnuclease activity
and acethyltransferase activity.
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The CYR motif was first identified in the human repair protein, PALF (ALPF),

and found in various proteins of DNA metabolism, such as DNA repair and the DNA damage checkpoint.
We found CG1218-PA and its human ortholog protein (APNX) that have CYR motif and DUF2228 domain, a
domain of unknown function by searching database. We here analyzed the function of CG1218-PA in DNA
damage response_and found that CG1218-PA and its human ortholog APNX harboring DUF2228 are
apurinic/apyrimidinic (AP) endonuclease. APNX interacts tightly with PARP1 and contributes to its
activation after treatment of cells with alkylating agents. On the other hand, APNX have a partial
similarity sequence of Tip60 and putative acetylCoA binding site. In vitro assay, APNX possess
acethyltransferase activities against APNX itself and Tip60 protein. APNX plays an important role
for the repair of DNA strand breaks and signaling of DNA damage in higher eukaryotic cells.
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