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Fig. S1. Domain organization of P 5 , and P,; , Cu-ATPases subtypes proposed by Argiello (2003, 2007). The N-terminal
metal binding domain (MBD) and the metal-binding residues are indicated by a hexagon and amino acids in one letter code.
The 8 transmembrane helices (TMH) and their strictly conserved residues are represented by cylinders and amino acids in
one letter code. Residues in the TMH6 (CPC/CPH), TMH7 (YN) and TMH8 (MXXS/MSXS) are implicated in Cu* or Cu2*
coordination. The aspartic residue (D) in the invariant DKTGT signature is the site of catalytic phosphorylation.

Residues in red are conserved signature motifs conserved in most of P,; , and P,; , Cu-ATPases.




