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Topoisomerases resolve DNA entanglement
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Topoisomerases resolve DNA entanglement
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Reversible DNA cleavage by TOP2 can be poisoned
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DPZ resolves TopZ-DNA protein crosslinks (DPCS
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Architecture of the Tdp2-DNA complex
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TdpZ2 structure-specific DNA Interaction motifs
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TDP2 is specific for tyrosylated termini
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Direct reversal of DNA-protein crosslinks by Tdp2
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agentirication or 1brZ associated proteins
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Proteosome independent functions of Tdp
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TDP2 co-purifies with SUMOylated Top2 isoforms
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Co-express in Tdp2-associated Tdp2-associated LC/MS-MS
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ZATT
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Sumoylation of Top2 and direct reversal
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Does SUMO2 modification of TOP2 play a targeting role?
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TDP2 binds TOP2 and SUMO2
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A novel Molecular mechanism for SUMO?Z2 recognition by Tdp2
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A novel mode for Sumo2 protein-protein interactions
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Poisoned
Top2cc 1. TOP2cc remodeling, Licensing
2. SUMO2 modification
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1. TOPZ2cc is refractory to direct reversal
2. ZATT binds TOP2cc and remodels TOP2cc conformation

3. ZATT licenses the direct reversal activity of TDP2
4. ZATT is a SUMO?2 ligase and SUMOylation of TOP2 by ZATT

enforces rapid TDP2 localization to DNA damage -
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