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Figure S1. Alignment of gamma-herpesvirus exonuclease sequences 
ESPript (1) was used to prepare this figure. Strictly conserved residues are printed on a red background, residues where some 
conservative substitutions occur are printed in red. The secondary structure elements are derived from the crystallographic structure of 
EBV BGLF5 (pdb entry 2W45 (2)). The conserved motifs are indicated above the alignment (adapted from (2,3)). The mutants under 
study are colored as follows: P158 mutants in dark blue, D203S mutant in purple, K231M mutant in yellow, and G305C mutant in red. 
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