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RBD-K417N-E484K-N501Y-P2C-1F11 complex

Data collection
Space group C2
Cell dimensions

a, b, c (Å) 195.844, 85.973, 57.872 
a, b, g  (°) 90, 99.75, 90

Resolution (Å) 50.00-2.094 (2.15-2.094)a

Unique reflections 50710 (3033)
Rsym or Rmerge 0.088(0.384)
I / sI 17.2(3.2)
Completeness (%) 90.92 (54.79)
CC1/2 (%) 99.7 (76.2)
Redundancy 5.3 (2.3)

Refinement
Resolution (Å) 20.98-2.094
No. reflections 50684
Rwork / Rfree 16.9/19.7
No. atoms

Protein 4728
Ligand/ion 14
Water 505

B-factors
Protein 41.18
Ligand/ion 81.75
Water 46.02

R.m.s. deviations
Bond lengths (Å) 0.007
Bond angles (°) 0.89

Ramachandran statistics (%)
Favored 97.19
Allowed 2.64
Disallowed 0.17










