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Supplementary Figure S1A

In Vitro Acetylated Pol 6
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Supplementary Figure S1B

Immunoprecipitated Pol & from HEK293T Cells
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Supplementary Figure S1: Scaffold image of amino acid sequence of Pol §
Peptide sequences detected by mass spectrometric analysis are highlighted in yellow. Lysine residues detected have a +42
dalton change were identified as acetylated residues and have been highlighted in green. Oxidized methionine residues served
as dynamic modification controls (also highlighted in green). Supplementary Figure 1A displays the sequence obtained from
in vitro acetylated Pol d and Figure 1B displays the sequence obtained from endogenous polymerase that was

immunoprecipitated from HEK293T cells. Coverage obtained is also indicated above the sequence.
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Supplementary Figure 52
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Supplementary Figure S2: Synthesis Activity of Pol Delta

The synthesis activity of pol o was assayed using the 5nM substrate (U1:T1) in the presence of varying concentration (20, 50 nM) of either pol
pol o, pol d + AcCoA, pol d + p300 (HAT domain) and acetylated pol & (pol d+AcCoA+p300) as described in Materials and Methods. The
substrate is depicted above the gel image and the asterisk denotes the location of the radiolabel. Exonuclease products (Exo.Prdt.), and
synthesis products (Syn, Prdt.) are indicated adjacent to the gel image. Nucleotide sizes are also indicated.



