Supplementary Figure 1.
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Supplementary Figure 1 - HCMV strain Merlin and EEHV1A strain Kimba gH and gL
protein alignments. (A) Clustal Omega alignment of HCMV and EEHV1A gH (GenBank
accession number YP_081523 and AGG16086, respectively). HCMV gH Cys-95, which is
involved in the covalent interaction with gL to form the gH/gL dimer (1), and the
corresponding EEHV 1A cysteine residue (Cys-78) are highlighted in green. (B) Clustal
Omega alignment of HCMV and EEHV1A gL (GenBank accession numbers YP_081555 and
AGG16117, respectively). HCMV Cys-47, involved in the covalent interaction with gH (1),

and the corresponding cysteine residue in EEHV1A (Cys-67) are highlighted in green.
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