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SUPPLEMENTAL FIGURE 1. Protein sequence alignment of pUL50 and pUL53 homologs. Using the
ClustalW algorithm (33) by AlignX (component of Vector NTI Advance 9.1.0; Invitrogen), multiple alignments
of the full amino acid sequences of pUL53 (A) and pUL50 (B) homologs of human herpesviruses (herpes
simplex virus types 1 and 2, HSV-1/-2; varicella zoster virus, VZV; human cytomegalovirus, HCMV; human
herpesvirus 6 variants A and B, HHV-6A/B; human herpesvirus 7, HHV-7; Epstein-Barr virus, EBV; and
human herpesvirus 8, HHV-8/KSHV) and animal herpesviruses (pseudorabies virus, PrV and murine
cytomegalovirus, MCMV) were performed. The sequences were selected from the UniProt Knowledgebase
(http://lwww.uniprot.org/):

pUL53 homologs — UL31 of HSV-1 strain 17 (accession number P10215), UL31 of HSV-2 strain HG52
(P89454), ORF27 of VZV strain Dumas (P09283), pUL53 of HCMV strain AD169 (P16794), U37 of HHV-6A
strain Uganda (P28865), U37 of HHV-6B strain HST (Q9WT27), U37 of HHV-7 strain JI (P52361), BFLF2 of
EBV strain B95-8 (POCK47), ORF67 of HHV-8 strain GK18 (F5H982), UL34 of PrV strain Kaplan (Q911V7),
and pM53 of MCMV (H2A291).

pUL50 homologs — UL34 of HSV-1 strain 17 (P10218), UL34 of HSV-2 strain HG52 (P89457), ORF24 of
VZV strain Dumas (P09280), pUL50 of HCMV strain AD169 (P16791), U34 of HHV-6A strain Uganda
(P52465), U34 of HHV-6B strain Z29 (Q9QJ35), U34 of HHV-7 strain JI (P52466), BFRF1 of EBV strain
B95-8 (P03185), ORF67 of HHV-8 strain GK18 (Q76RF3), UL34 of PrV strain Kaplan (Q9ICS7), and pM50
of MCMV (H2A365).

Alignment coloring scheme: red on yellow, identical residues throughout all analyzed sequences; black on
green, identical residues in all sequences of human herpesviruses; black on cyan, identical residues in all
sequences of betaherpesviruses (HCMV, HHV-6A/B, HHV-7, and MCMV). The previously identified
conserved regions within homologs of pUL53 (CR1 to CR4) and pUL50 (CR1 and CR2) (14, 34) are depicted
on top of the sequence alignments as black bars. Residues of pUL50 and pUL53 which interact with the
respective binding partner are marked by #; residues of pUL53 which constitute a zinc finger are marked by *.
Note, that almost all residues of the interaction surface are located within the conserved regions (pUL53, CR1;
pUL50, CR1 and CR2) and that the residues of the zinc finger (Cys106, Cys122, Cys125, His211) are strictly
conserved among homologous sequences of pUL53.



