Supplementary Figures:

PCSK9’His — HLA-C Glu79
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Figure S1. Graphic representation of the 3 Histidine residues in the PCSK9" CHRD (green) in contact with Glu79 of
HLA-C (red).
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Q30201 - HFE_HUMAN  PDB: 1A6Z

P10321 - HLA-C_HUMAN  PDB: 6JTO
Q53242 - HLA-A2_HUMAN PBD : 6TRN
P01889 - HLA-B_HUMAN  PDB : 1M05
P30511 - HLA-F_HUMAN  PDB: 5IUE
P17693 - HLA-G_HUMAN PDB: 3KYO
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Figure S2. Structure and interaction sites of all MHC-I molecules. (A) Superimpose of the structures of the different
MHC-I molecules: HFE PBD:1a6z; HLA-C PDB: 6jto (pink); HLA-A2 PBD: 6trn; HLA-B PDB: 1m05; HLA-F PDB: 5iue;
HLA-G PDB: 3kyo. (B) Sequence alignment of MHC-I molecules and visualization of basic residues (highlighted in
blue) and acidic residues (highlighted in red) of the antigenic pocket of MHC-I molecules. Notice the unique residues
underlined or boxed in black. (C) Electrostatic potential of the antigenic pocket of MHC-I molecules.



