Extended Data Table 2. Cryo-EM data collection, processing and model refinement statistics.
	
	SNV-XA-044
	HTNV-XA-3H12

	Data collection and processing

	Magnification (nominal)
	130,000x
	130,000x

	Voltage (kV)
	300
	300

	Electron exposure (e/Å2)
	50
	50

	Defocus range (μm)
	0.9-1.8 μm
	0.9-1.8 μm

	Pixel size (Å)
	0.92 Å
	0.92 Å

	Initial particle images (no.)
	1,511,635
	1,512,894

	Final particle images (no.)
	230,246
	134,757

	Processing Type
	Global
	Global

	Symmetry imposed
	C1
	C1

	Map resolution (Å)
	3.13 Å
	3.49 Å

	    FSC threshold
	0.143
	0.143

	Refinement

	Model resolution (Å)
	3.1
	3.4

	FSC threshold
	0.143
	0.143

	Map sharpening B factor (Å2)
	-97.5
	-127.6

	Model composition

	    Nonhydrogen atoms
	3803
	5043

	    Protein residues
	498
	649

	    Glycan residues
	0
	2

	B factors (Å2)

	    Protein
	22.17
	34.16

	    Glycans
	/
	44.04

	Validation

	    MolProbity score
	1.23
	1.05

	    Clashscore
	1.20
	1.01

	    Rotamer outliers (%)
	0.47
	0.00

	Ramachandran plot

	    Favored (%)
	94.26
	96.25

	    Allowed (%)
	4.68
	3.75

	

	
	
	

	
	
	



