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Supplementary figures
Fig. S1. Alignment of sequences of human UNG nuclear isoform (human_UNG2) and 

S. purpuratus putative uracil-DNA glycosylase (XP_791566.1). Residues responsible for 

interaction with DNA are marked by asterisks based on human UNG X-ray structure.1 Identical, 

highly conserved, and moderately conserved residues in the alignment are labeled by black, dark 

grey, and light grey boxes, respectively. The alignment and conservation values were produced 

with Clustal Omega.2
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