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Table S1: Structure determination and refinement. Related to Methods.

Structure

Data collection
Space group
Cell dimensions

a, b, c (A)

o, B,y ()
Resolution (A)
Rmerge
Rpim
1/s(1)

CCyp
Completeness (%)
Redundancy

Refinement

Resolution (A)

No. reflections

Rwork / Rfree

No. atoms
Protein
Ligand/ion/water

B factors (A2)
Protein
Ligand/ion/water

r.m.s. deviations
Bond lengths (A)
Bond angles (A)

BA.4/5 RBD/Beta-27/NbC1, PDB: 7ZXU
P2,2,2,

84.1,100.4, 105.4
90, 90, 90

66-1.89 (1.92-1.89)°
0.313 ()

0.061 (0.848)

7.7 (0.5)

0.996 (0.418)

100 (99.4)

27.4 (28.2)

66-1.89
68286/3756
0.183/0.210

5805
672

39
47

0.002
0.5
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