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

	
	70S & RafH
(EMDB-xxxx)
(PDB xxxx)
	50S (body1)
(EMDB-xxxx)
(PDB xxxx)
	30 & RafH
(body 2)
(EMDB-xxxx)
(PDB xxxx)
	70S, RafH & bS1
(EMDB-xxxx)
(PDB xxxx)
	50S (body1)
(EMDB-xxxx)
(PDB xxxx)
	30S, RafH & bS1 (body2)
(EMDB-xxxx)
(PDB xxxx)
	70S, RafH & tRNA
(EMDB-xxxx)
(PDB xxxx)
	50S & tRNA (body1)
(EMDB-xxxx)
(PDB xxxx)
	30S, RafH 
(body2)
(EMDB-xxxx)
(PDB xxxx)

	Data collection and processing
	
	
	
	
	
	
	
	
	

	Magnification   
	70,000
	
	
	
	
	
	
	
	

	Voltage (kV)
	300
	
	
	
	
	
	
	
	

	Electron exposure (e–/Å2)
	1.34
	
	
	
	
	
	
	
	

	Defocus range (μm)
	0.5 – 3
	
	
	
	
	
	
	
	

	Pixel size (Å)
	1.07
	
	
	
	
	
	
	
	

	Symmetry imposed
	C1
	
	
	
	
	
	
	
	

	Initial particle images (no.)
	12,02,461
	12,02,461
	12,02,461
	12,02,461
	12,02,461
	12,02,461
	12,02,461
	12,02,461
	12,02,461

	Final  particle images (no.)
	1,10,934
	1,10,934
	1,10,934
	36,121
	36,121
	36,121
	44,299
	44,299
	44,299

	Map resolution (Å)
    FSC threshold
	0.143
	0.143
	0.143
	0.143
	0.143
	0.143
	0.143
	0.143
	0.143

	Map resolution range (Å)
	2.8
	2.7
	2.9
	3.5*
	3.5*
	3.5*
	3.5*
	3.5*
	3.5*

	
	
	
	
	
	
	
	
	
	

	Refinement
	
	
	
	
	
	
	
	
	

	Initial model used (PDB code)
	6DZI
	6DZK
	6DZP
	XXXX
	XXXX
	XXXX
	XXXX
	XXXX
	XXXX

	Map sharpening B factor (Å2)
	-66.2
	-55.98
	-67.15
	2.88
	2.68
	3.73
	0.35
	0.56
	2.4

	Model composition
    RNA nucleotides
    Protein residues 
	
4760
11094
	
3237
6918
	
1523
4176
	
4760
11263
	
3237
6918
	
1523
4345
	
4836
11094
	
3313
6918
	
1523
4176

	R.m.s. deviations
    Bond lengths (Å)
    Bond angles (°)
	
0.01
1.56
	
0.01
1.33
	
0.01
1.21
	
0.01
1.64
	
0.01
1.41
	
0.01
1.25
	
0.01
1.73
	
0.01
1.42
	
0.01
1.31

	 Validation
    MolProbity score
    Clashscore
    Poor rotamers (%)   
	
1.95
3.96
2.1
	
1.82
3.22
2.98
	
2.11
4.1
2.5
	
2.2
3.9
2.5
	
2.0
3.1
2.3
	
2.4
4.1
2.7
	
2.4
3.8
2.6
	
2.3
2.5
2.4
	
2.6
3.9
2.8

	 Ramachandran plot
    Favored (%)
    Allowed (%)
    Disallowed (%)
	
95.5
4.5
0
	
96.0
4.0
0
	
93.0
7.0
0
	
93.0
7.0
0
	
94.0
6.0
0
	
92.0
8.0
0
	
93.5
6.5
0
	
95.0
5.0
0
	
92.0
8.0
0
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