
RsCcO, 30μM cytochrome c, 2.8 mM ascorbate, 1.1 mM N,N,N’,N’-tetramethyl-p-phenylenediamine, in 50 

mM KPi, pH 6.5 buffer containing 0.1% dodecyl maltoside. The reaction traces represent the oxygen 

consumption for re-dissolved crystals (blue), and re-dissolved crystals with 30 μg/ml asolectin and 140 μM 

arachidonic acid added to the reaction mixture (red). The initial oxidase activity value under each condition 

is listed in the inset of the figure. 
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Fig 10. Detailed views of some of the conserved lipid binding sites, where a phophatidyl glycerol (A), 

and a cardiolipin (B) are resolved in bovine CcO structure, whose alkyl chains correspond to the 

alkyl tails resolved in the structure of I-II RsCcO and PdCcO. In the bovine CcO, the phosphatidyl 

glycerol molecule shown in (A) is surrounded by three small subunits that are not found in bacterial 

enzymes. These extra subunits may stabilize the binding of the lipid by additional interactions, resulting in 

better retention in the bovine enzyme. Molecular surface representation of I-II RsCcO is colored by 

subunits (subunit I: cyan, subunit II: wheat). Resolved alkyl tail and detergents from the I-II RsCcO are 

colored by atom type (C: blue, O: red), the detergent LDAO in PdCcO is shown in a different atom type 


