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Supplementary Table 1. Data collection and refinement statistics. 

Molecule name TOP3 –TDRD3 TOP3  TDRD3 

PDB ID 5GVE 5GVC 5GVD 

Data collection    

Beamline SPring-8 BL41XU SPring-8 BL41XU SPring-8 BL41XU 

Space group P65 C2 P65 

Cell constants    

a, b, c (Å) 173.6, 173.6, 111.8 176.1, 93.7, 91.6 85.7, 85.7, 104.2 

, ,  (˚) 90, 90, 120 90, 91.9, 90 90, 90, 120 

Resolution 50–3.6 (3.66–3.6) 50–2.44 (2.48–2.44) 50–1.62 (1.65–1.62) 

Rsym 0.122 (0.681) 0.124 (0.439) 0.087 (0.872) 

I/ I 11.2 (1.56) 13.4 (3.89) 43.9 (2.86) 

Redundancy 9.0 (8.0) 6.7 (6.3) 20.4 (20.0) 

Completeness (%) 99.9 (99.9) 99.1 (98.3) 100 (100) 

Refinement    

Resolution (Å) 50–3.6 50–2.44 50–1.62 

No. reflections 22224 55090 54685 

Rwork/Rfree 0.198/0.245 0.182/0.229 0.175/0.199 

No. atoms    

Protein 6082 9591 2351 

Ligand/ion 1 2 23 

Water - 411 241 

B-factors (Å2)    

Protein 153.2 39.8 29.4 

Ligand/ion 114.4 30.2 30.6 

Water - 36.3 35.0 

R.m.s.deviations    

Bond lengths (Å) 0.004 0.002 0.018 

Bond angles (˚) 1.13 0.69 1.61 
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