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Extended Data Figure 5. Structure determination of the lysine-bound MmCAT1:-
FrMLV-RBD complex. (a) Flow chart for determining the structure of the lysine-bound 
MmCAT1:FrMLV-RBD complex. (b) Fourier shell correlation coefficent for cryo-EM map recon-
struction and model refinement. (c) Particle orientation distribution for cryo-EM map recon-
struction. (d) Representative denity for MmCAT1, FrMLV-RBD, and bound lysine and choles-
terol hemisuccinate (CHS).
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