
 

 

Figure S1. The amino acid sequence of HAdV-F41 E3-19.4K protein (residues 1–173). The predicted signal 

peptide, residues 1 to 15 or 1 to 18 (depending on the prediction software used), and transmembrane domain, 

residues 144 to 166, are indicated. The conserved adenoE3CR1rpt motif (residues 39–122) is underlined. 

Secondary structure predictions are indicated at the top of the sequence.  

  



 

 
Figure S2. The amino acid sequences of HAdV-F41 E3-31.6K protein (residues 1–276). The predicted signal 

peptide, residues 1 to 16, and transmembrane domain, residue 234 to 256, are indicated. Secondary structure 

predictions are indicated at the top of the sequence.  


