


	Model
	Residues
	

	VP1
	13-281
	

	VP2
	8-262
	

	VP3
	1-238
	

	VP4
	2-12,25-69
	

	
	
	

	MolProbity statistics
	Score
	

	Clashscore, all atoms
	0
	100th percentile

	Poor rotamers
	9
	1.3%

	Favored rotamers
	651
	92%

	Ramachandran outliers
	30
	3.7%

	Ramachandran favored
	698
	86%

	MolProbity score
	1.21
	99th percentile

	Cβ deviations >0.25 Å
	2
	0.3%

	Bad bonds
	0 / 6537
	0.0%

	Bad angles
	41 / 8923
	0.5%

	Cis Prolines
	0 / 54
	0.0%

	Cis nonProlines
	0 / 759
	0.0%

	Twisted Peptides
	0 / 813
	0.0%

	RMSD with 1COV *
	0.89 Å
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