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Figure S9. Structure of E2 viewed towards the dimer/dimer interface showing the

location of mutations generated by error-prone PCR. Each change is shown space-filling

with a color matching the chain to which it belongs. The key intersubunit binding pocket

residues K120 (L domain) and W120' (R domain) are shown space-filling in yellow,

other binding pocket residues are shown space-filling in white.
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