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Table S1. Statistics for the cyro-EM structures presented in this study. 
 

 IrtAB IrtABΔSID-AMP-PNP IrtABΔSID 

(E-Q)-ATP 

IrtABΔSID-ADP

Microscope FEI Titan Krios 

Magnification 29,000 x 165,000 x 

Voltage (keV) 300 

Electron exposure (e-/Å2) 60 

Defocus range (μm) -1.2 to -1.8 

Pixel size (Å/pixel) 0.82 

Number of movies 1,875 10,551 12,614 2,083 

Symmetry imposed C1 

Final particle images (no.) 143,181 372,559 101,408 44,951 

Map resolution (Å) 3.48 2.88 3.12 3.53 

FSC threshold 0.143 

Map resolution range (Å) 3.0 – 11.8 2.4 – 9.8 2.7 – 11.8 3.0 – 13.7 

Refinement     

Initial model used 

(PDB code) 

6TEJ    

Model resolution (Å)  3.2 2.7 2.9 3.2 

FSC threshold 0.143 

Model resolution range 

(Å) 

∞ – 3.2 ∞ – 2.7 ∞ – 2.9 ∞ – 3.2 

Map sharpening B factor 

(Å2) 

-69.4 -69.4 -77.0 -64.3 

Model composition 

Non-hydrogen atoms 

Protein residues 

Ligands 

 

8615 

1147 

- 

 

8646 

1147 

1 

 

8603 

1137 

5 

 

8670 

1147 

3 

B factors (Å2) 

Protein 

Ligand 

 

94.43 

- 

 

66.73 

79.19 

 

52.17 

45.11 

 

82.03 

84.37 

R.m.s. deviations 

Bond lengths (Å) 

Bond angles (°) 

 

0.004 

0.874 

 

0.008 

0.926 

 

0.005 

0.849 

 

0.004 

0.845 

Validation 

MoIProbity score 

Clash score 

Poor rotamers (%) 

 

2.09 

9.38 

0.34 

 

1.99 

8.27 

0.23 

 

1.91 

7.80 

0.11 

 

2.06 

9.11 

0.00 

Ramachandran plot 

Favored (%) 

Allowed (%) 

Outliers (%) 

 

88.19 

11.37 

0.44 

 

90.20 

9.28 

0.52 

 

92.14 

7.60 

0.26 

 

89.15 

10.41 

0.44 


