
 
 

 
Supplemental Data Figure 7. Amino acid sequence alignment of WbTTR proteins bound by 
5H1 or 18H7 IgE mAbs. Amino acid sequence alignment of all WbTTR proteins bound by at 
least one human IgE mAb. Amino acid conservation across aligned proteins is indicated as follows: 
“*” identical; “:”strongly similar; “.”weakly similar. 
 
 
 
 
 
 
 


