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Supplementary Fig. S1. Cryo-EM image of CV-A10 and resolution evaluation of the cryo-EM 

map. (a) A representative cryo-EM image of CV-A10. The red and blue arrows indicate mature 

virion and NEP, respectively. Bar = 50 nm. (b) Resolution assessment of our two cryo-EM 

maps (CV-A10 mature virion and NEP) by Fourier shell correlation (FSC) at 0.143 criterion. (c, 

d) Local resolution evaluation of the CV-A10 mature virion (c) and NEP particle (d) maps 

estimated by Resmap. For each map, two representative discrete 2D slices were shown. The 

color bar on the right labels the corresponding resolution (unit is Å). 



 

 
 

Supplementary Fig. S2. Genomic RNA interaction with CV-A10 capsid. (a) A central slice 

through the CV-A10 mature virion map, which was low-pass filtered to 5 Å resolution and 

viewed along the 2-fold axis. RNA is colored in gray. Black oval, triangle, and pentagon 

represent the 2-fold, 3-fold, and 5-fold axes, respectively, which style was followed throughout. 

(b) Close-up view of viral RNA–protein interaction interface, with the major bridges formed 

between viral RNA and protein capsid highlighted by dash line rectangles. (c) Electrostatic 

surface of a pentamer of CV-A10 mature virion and NEP, visualized from outside of the capsid. 

Positively charged amino acids were colored in blue, while negatively charged amino acids in 

red. The major amino acids contributing to the positive charges are indicated in CV-A10 mature 

virion. 

 



 

 

Supplementary Fig. S3. Molecular surfaces of pentamers from several enteroviruses. 

Radially colored molecular surfaces of one pentamer from CV-A10 mature virion, 

EV-A71(3VBF), CV-A16 (5C4W), and PV-1(1VBD), respectively.  

 



 

 

 

Supplementary Fig. S4. Sequence alignment of several loops around the canyon of CV-A10, 

EV-A71, and CV-A16. Espript representation of a structure-based sequence alignment of 

several fragments of CV-A10 (strain S0148b) VP1, VP2, and VP3 with that of EV-A71 (PDB 

3VBF) and CV-A16 (PDB 5C4W), respectively. The sequence alignment indicates the 

sequence variations in the VP1 BC loop, VP1 GH loop, VP1 C terminal, VP2 EF loop, and VP3 

GH loop among these three strains. The secondary structural elements for CV-A10 are also 

shown at top. 

 

 



 
 

Supplementary Fig. S5. VP1 pocket regions of CV-A10, EV-A71, CV-A16, EV-D68, CV-B3, 

and PV-1. (a-f) VP1 pocket regions of CV-A10 (a), EV-A71 (b), CV-A16 (c), EV-D68 (d), CV-B3 

(e), and PV-1 (f). VP1 pocket regions of these six viruses are shown as transparent surface, 

with six pocket factors colored by elements (Oxygen, nitrogen, and carbon in red, dark blue, 

and magenta, respectively). The VP1 residues (colored by residues) within a distance of 4.0 Å 

from any atom of the corresponding pocket factor are also shown in every panel. 

 



 

 
 

Supplementary Fig. S6. The VP1 pocket of CV-A10 is unsuitable for binding with pleconaril, 

pirodavir, and WIN51711. (a) Superposition of the VP1 pocket regions in CV-A10 (blue) and 

EV-D68 complexed with pleconaril (PDB: 4WM7, gray). The pleconaril is shown as sticks and 

colored by elements. Shown also are the residue F133 in CV-A10. Red lines indicate a 

distance closer than 2.4 Å between a given atom of CV-A10 (blue) and a given atom of 

pleconaril. The rendering style was followed throughout. (b) Superposition of the VP1 pocket 

regions in CV-A10 (blue) and poliovirus-3 complexed with pirodavir (PDB: 1VBC, gray). Shown 

also are the residues N226 and M193 in CV-A10. (c) Superposition of the VP1 pocket regions 

in CV-A10 (blue) and EV-A71 complexed with WIN51711 (PDB: 3ZFG, gray). Shown also are 

the residues F133 of CV-A10 and F135 of EV-A71, which adopt different conformations. 

 

 

 



Supplementary Table S1. Cryo-EM data collection and refinement statistics 

 

 



Supplementary Table S2. Protein-protein interactions in mature virion and NEP 
of CV-A10 

 

 



Supplementary Table S3. Comparison of residues lining the VP1 hydrophobic 
pockets of CV-A10, EV-A71, CV-A16, EV-D68, CV-B3, and PV-1 

 

 

 



Supplementary Table S4. Inhibition concentrations of small compounds against 
several enteroviruses 

 

 

 

 

 



Supplementary Table S5. Docking scores of active compounds acquired by 
Glide 6.9 in SP mode 

 

 



Supplementary Table S6. Primers for qPCR analysis 

 


