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

Data Collection and 

Processing 

Icosahedral 
Pentavalent 

Capsomer 

Hexavalent 

Capsomer 

   

Magnification 59,000 59,000 59,000 

Voltage (kV) 300 300 300 

Electron Exposure (e-/Å2) 45 45 45 

Defocus Range (um) 0.5-3.0 0.5-3.0 0.5-3.0 

Pixel Size (Å) 1.1 1.1 1.1 

Symmetry Imposed I1 C5 C1 

Initial Particle Number 16,978 - - 

Final Particle Number 10,181 - - 

Sub-particles per Particle - 12 60 

Final Sub-particle Number - 122,172 610,860 

Map Resolution 4.41 3.4 3.3 

 FSC Threshold 0.143 0.143 0.143 

Refinement Recombined Capsid 

Model composition    

 Non-hydrogen atoms 22959 

 Protein Residues 2867 

B-Factors    

 Protein 53.4 

Validation    

 MolProbity Score 1.71 

 Clash Score 6.65 

 Rotamer Outliers (%) 0.04 

Ramachandran Plot    

 Favored (%) 95.10 

 Outliers (%) 0.28 

 

 

 

  



 

Supplementary Figure S1. Micrograph with rod like structure. Black arrow points to a rod like 

structure that is seen within the dataset.   



 

Supplementary Figure S2. Statistical Tests of Unequal Variances. Comparison of HPV16 QV and 

MmuPV1 for intercapsomere distances and diameter compared through unequal variances.  



 

 

Supplementary Figure S3. Lesions virus sample was purified from. Virus sample was purified from 

mouse wart homogenate from the muzzle and tail of infected mice.  

  



 

Supplementary Figure S4. TEM negative stain image of virus before vitrification. 

 

  



 

Supplementary Figure S5. Sequence alignment of HPV16 and MmuPV1 L1, major capsid protein.  


