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Supplementary Figure 1. CryoEM data processing workflows for CXCR4EM/Gi (a),
CXCR4EM/Gi/CXCL12 (b), CXCR4EM/Gi/AMD3100 (c), CXCR4EM/Gi/REGN7663 Fab (d)
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Supplementary Figure 2. CryoEM data processing workflows for CXCR4EM/REGN7663 Fab monomer (a) 
and CXCR4EM/REGN7663 Fab oligomer (b).
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