
Table S1. Related to Figure 1, Figure 2, Figure S1; Alignment of ligand-binding repeats (L) in LRP2 and LDLR

The four groups of L repeats in LRP2 are boxed at left. Regions of beta-sheet are boxed at 0.75 pt weight, and regions of alpha-

helix are boxed at 1.5 pt weight. Arrows above the alignment identify Ca2+ coordinating residues: solid arrows indicating 

involvement of the residue’s side chain, and open arrows indicating involvement of the residue’s main chain carbonyl. 

Intramolecular ligands in L25 and L36 are in bold and underlined.  



Table S2. Related to Figure 1, Figure 2, Figure S1; Alignment of EGF-like domains (E) in LRP2 and LDLR

EGF-like pairs are boxed at left. Regions of beta-sheet are boxed in the alignment. Residues from calcium-binding (cb) EGF-like 

domains whose side chain coordinates a Ca2+ ion are underlined and italicized. Intramolecular ligands from the EGF-like pairs 

are in bold and underlined. 



Table S3. Related to Figure 1; Mass spectrometry of endogenously purified LRP2 from mouse kidney

Proteins identified in SDS-PAGE purified protein with apparent molecular weight 600kDa: tandem mass spectrometry (MS/MS) 

based protein and peptide identifications are expressed as exclusive spectrum count of the peptide spectral matches. Exclusive 

peptide count, identified protein percent sequence coverage, and the protein abundance index (emPAI factor that defines the 

ratio of the observed to observable peptides) are also listed. 



Table S4. Related to Figure 2; Validations of the cryo-EM 3D reconstructions of LRP2 at pH 5.2 and pH 7.5

Validations were conducted in Phenix of the molecular models of LRP2 against a composite of the unsharpened locally 

refined maps. 


