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Supplementary Figure S1 | DENV C, hAPOE and mPLIN3 secondary structure 

nomenclature. Nomenclature of the secondary structure domains of (A) DENV C, (B) hAPOE 

and (C) mPLIN3 proteins, according to the secondary structure author assignment of the 

respective 1R6R, 2L7B and 1SZI PDB files. In (B), the segment hAPOEαN described in the 

manuscript, composed by the N-terminal hAPOE residues 1 to 44, is identified by the gray box.  
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Supplementary Figure S2 | hAPOE α-helix 4 (hAPOEα4) interacts directly with the 

hAPOE α-helical N-terminal region (hAPOEαN).(A) hAPOE ribbon structure (PDB ID: 

2L7B) with the hAPOEα4 residues conserved between APOE and PLIN3 highlighted in red. (B) 

Display as indicated in (A), but showing only the hAPOEαN and hAPOEα4 sections, with the 

hAPOEαN amino acid residues within 5 Å from hAPOEα4 colored in orange. (C) The hAPOE 

structure undergoes a conformational rearrangement upon interacting with lipoproteins 

(adapted with permission from Chen, J., Li, Q. & Wang. J. Proc. Natl. Acad. Sci. USA 108, 

14813-14818 (2011)). (D) Even within this rearranged structure, hAPOEαN and hAPOEα4 

remain bound. 


