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	CCHFV L protein alone
	CCHFV L–5' vRNA complex
	CCHFV L–suramin complex

	
	EMD-68655
PDB 22TE
	EMDB-68663
PDB 22TR
	EMD-68657
PDB 22TH

	Data collection and processing

	Microscope 
	Titan Krios G4
	Titan Krios G4
	Titan Krios G4

	Detector
	Falcon 4
	Falcon 4
	Falcon 4

	Magnification (nominal/calibrated)
	165,000
	165,000
	165,000

	Voltage (kV) 
	300
	300
	300

	Electron exposure (e-/Å2)
	50
	50
	50

	Defocus rang (μm)  
	-0.8~-2.5
	-0.8~-2.5
	-0.8~-2.5

	Pixel size (Å) 
	0.73
	0.73
	0.73

	Symmetry imposed 
	C1
	C1
	C1

	Initial particle images (no.) 
	3,444,016
	4,033,305
	3,018,770

	Final particle images (no.)
	48,496
	66,103
	37,822

	Map resolution (Å)
	2.59
	2.75
	2.5

	FSC threshold 
	0.143
	0.143
	0.143

	Map resolution range (Å) 
	2.5~4.5
	2.5~4.5
	2.5~4.5

	Model refinement and validation

	Initial model used 
	AlphaFold-predicted model

	Model resolution (Å)
	2.9
	3.1
	2.9

	FSC threshold
	0.5
	0.5
	0.5

	Model composition
	

	Chains
	1
	2
	1

	Non-hydrogen atoms
	10926
	12007
	11971

	Protein residues
	1386
	1517
	1517

	Nucleotides
	-
	11
	-

	Ligands
	2 (Zn2+), 2 (Mn2+)
	2 (Zn2+), 1 (Mn2+)
	2 (Zn2+), 2 (Mn2+)
5 (Suramin)

	B factors (Å2)

	Protein
	43.74
	58.59
	67.59

	Nucleotides
	-
	22.17
	-

	Ligand
	100.93
	93.15
	129.54

	R.m.s. deviations

	Bond lengths (Å)
	0.002
	0.002
	0.002

	Bond angles (o) 
	0.499
	0.489
	0.452

	Validation
	
	
	

	MolProbity score
	1.42
	1.56
	1.49

	Clash score
	7.16
	7.83
	7.33

	Rotamer outliers (%)
	0.65
	0.15
	0.85

	Ramachandran plot
	
	
	

	Favored (%)
	97.87
	97.31
	97.59

	Allowed (%) 
	2.13
	2.69
	2.35

	Disallowed (%) 
	0.00
	0.00
	0.07



