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22.4	Translesion synthesis
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Many repair pathways utilize RecQ helicases
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Chromatin as an active player
in DNA repair

Histone variants and their post-translational modifications
are specifically involved in DNA repair
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Site-specific recombination
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Homologous recombination in bacteria 000

End resection requires the RecBCD complex
Strand invasion and strand exchange both depend on RecA
Much concerning homologous recombination
is still not understood
Holliday junctions are the essential intermediary
structures in HR

Immunoglobulin gene rearrangements also
occur through site-specific recombination
Key concepts
Further reading

Overview: the role of DNA
repair in life
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