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Figure S1. Comparative analysis of Us3 from alphaherpesviruses. (A) Amino acid sequence
alignment of Us3 from MDV-1, MDV-2, HVT, herpes simplex virus type 1 (HSV-1), and varicella-
zoster virus (VZV). The ATP binding site and catalytic active site are highlighted in yellow and
green, respectively. (B) The amino acid percent identify matrix of Us3 from MDV-1, MDV-2,
HVT, HSV-1, and VZV.



