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Thymine DNA Glycosylase (TDG)

No oxC discrimination in intrahelical
conformation

Discrimination of fC and caC In extra-
helical conformation by better binding
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How does TDG achieve its specificity?
* removes mispaired thymine (T), uracll
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Methods | - T Bedn® wedn® edn” R
Atomistic molecular dynamics (MD) simulations of _ N _ =4 ng??é /
TDG-DNA complexes, amino-/imino tautomers of e flipped-out state stabilized in complex of TN \T

bases, Intra-/extrahelical bases, His151 as HIP/HIE non-substrate bases

Active site of TDG with extrahelical XC bases (colored)
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