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Figure S1. Micrographs and 2D Classifications of Native ZIKV and ZIKV in Complex with ADI-

Fab30056  

(a) and (c) Native ZIKV micrograph and 2D classification (b) and (d) Micrograph and 2D classification of ZIKV in 

complex with ADI-Fab30056. The class selected for ZIKV-Fab complex reconstruction is highlighted in red.  



 

Figure S2. Comparison of Cryo-EM Maps of ZIKV in complex with ADI-30056 and ZIKV-117 

(a) ZIKV in complex with ADI-Fab30056 at a resolution of 4.0 Å viewed down an icosahedral 2-fold axis 

contoured at 1.5 σ, (b) ZIKV in complex with ZIKV117 at a resolution of 6.3 Å, (c) Map contoured at 3 σ 

 around the E proteins and ADI-Fab30056. 

 
 
 
 
 
  



 

 
Figure S3.  ADI-Fab30056 binding scenarios 

(a) Fab binding state on an icosahedrally averaged map of ZIKV in complex with ADI-Fab30056. The icosahedral 

asymmetric unit in ZIKV consisting of three E monomers, ZE2, ZE5, and ZE3 are colored in blue, red and green, 

respectively. The Fabs binding near the 2-fold, 3-fold and 5-fold axes are named 2f, 3f and 5f Fabs, respectively. 

Two adjacent asymmetric units consisting of three E protein dimers form a raft. (b) The 3f-3f' possible Fab binding 

state. (c) The 3f-2f'possible Fab binding state. (d) The 3f'-2f possible Fab binding state. 

  



 

 
Figure S4. ADI-30056 Binding to ZIKV  

Focus reduction neutralization test of different ZIKV strains using ADI-30056 IgG. 

 

  



 

 
 

Figure S5. Superposition of ZIKV-ADI-Fab30056 and Native ZIKV Structure  

The displaced i-j loop in the uncomplexed ZIKV structure is colored in cyan. The E protein domains I, II and III 

are colored red, yellow and blue, respectively. The Fab heavy and light chains are colored in magenta and green, 

respectively.  

 

 

 



 
Figure S6. Multiple Sequence Alignment of Different Flavivirus Consensus Sequences  

The Fab VH and VL-CDR loop interacting residues are labelled and highlighted using arrows.  

 

 

 

 

 

 



 

 

Figure S7. The Accessibility of Ab C10 (orange ovals) upon binding of ADI-Fab30056 at the 3f-3f' 

position (green ovals) on the raft. Color coding of the E protein is the same as in Figure 1. 

  



Table S1. Sequence variation among flavivirus E proteins at ADI-Fab30056-CDR interacting regions  
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Table S2. CDR loop residues interacting with ZIKV are shown in red font. 

Fab-V-Loops  Fab residues 

VH-CDR1 FTFRNFGIH 

VH-CDR2 FIRYDGRNKYYADSVKG 

VH-CDR3 ARDGEETSPGSFDY 

VL-CDR1 RASESVSTVLN 

VL-CDR2 AASTLPS 

VL-CDR3 QQSYFSPRT 

 

 


