
SUPPLEMENTARY FIGURE 1: Sequence alignment of the N-terminal region of RAM from diverse Notch 
receptors.  (A). The absolutely conserved WxP motif was used as an anchoring point in the alignment 
from which the other regions of conservation were determined.  From the sequence alignment, three 
additional regions of conservation are readily apparent: (I) the basic region with a large bias for Arg at 
position six, (II) the HG motif, and (III) the GF dipeptide motif.  Conserved residues are highlighted in 
green, highly conserved residues are bolded and highlighted in orange (R6, W14, and P16).  In selecting 
Notch receptor sequences, closely related orthologs (e.g. mouse vs. human Notch1) were excluded to 
avoid bias in the alignment.  (B). Sequence of the RAM consensus peptide displayed as the sequence 
entropy in a logos format (47). 

 

 
 
 


