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Suppl. Fig. 1. Alignment of pp65 and IE1 of HCMV strain TBE40/E and AD169. The primary amino
acid sequences of pp65 (GenBank: ABV71605.1 and DAA00180.1) and IE1 (GenBank: ABV71636.1
and DAA00112.1) from the HCMV strains TBE40O/E and IE1 were aligned using SIM [1]. Identical
amino acids are indicated by asterisks (*). The fusion site of the HCMV pp65-IE1 fusion protein is
indicated as a vertical line (|). HCMV pp65 and IE1 epitopes, which were investigated in this study,
are marked green and yellow, respectively. The bipartite nuclear localization signal of HCMV pp65
consisting of motif A-B and C-D [2] is marked violet. The N-terminal nuclear localization signal [3]
and the STAT2-binding domain [4] of HCMV IE1, which are absent in the pp65-IE1 fusion protein,

are marked red.
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