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S4 Fig. Sequence comparison of DNA pols KOD, & and RB69. KOD DNA pol is shown as
a grey surface with the bound DNA in pink. The amino acids which are identical between DNA
pols KOD (1% row) and & (2" row) are highlighted in blue. Sequence patches of high identity
according to sequence alignments using PROMALSS3D between DNA pols KOD, 6 and RB69
(3" row) are shown for the different domains alongside the figures with blue letters indicating
identical amino acids and orange letters indicating homologue amino acids. The residues
needed for metal coordination in the exonuclease and polymerase active site are highlighted
by grey boxes.



