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Table S1. Crystallographic Data Collection and Refinement Statistics 

 

  Human Rubicon RH Bound to GTP-

Rab7 (PDB ID: 6WCW)  

Data Collection 

Space Group I21 

Unit Cell Dimensions 

a, b, c (Å) 

α, β, γ (°) 

 

60.04, 45.33, 186.28 

90.00, 98.51, 90.00 

Resolution (Å) 92.11 - 2.80 (2.95 - 2.80) 

Rpim 0.1638 (0.3938) 

I/σ(I) 6.4 (2.2) 

Completeness (%) 99.1 (98.8) 

Redundancy 2.8 (2.8) 

Refinement 

Resolution (Å) 92.11 - 2.80 

No. of reflections 171,883 (17,031) 

Rwork/Rfree (%) 19.39/26.54 

Number of atoms 

Protein 

Ligand/Ion 

 

3414 

33 

B factors protein (Å
2
) 

Protein 

Ligand/Ion 

 

58.06 

49.57 

RMS Deviations 

Bond Lengths (Å) 

Bond Angles (°) 

 

0.009 

1.05 

Values in parentheses are for the highest-resolution shell. 

 


