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Cryo-electron microscopy (cryo-EM) is a powerful tool for epitope mapping of antibodies that block SARS-CoV-2 virus entry. Defining the epitopes of neutralizing antibodies allows us
to understand how antibodies can confer protective immunity against SARS-CoV-2. Here we show how 12 sub-3-angstrom reconstructions of spike protein in complex with 12 distinct
Fabs can be obtained from a 2-day unattended microscopy session using EPU Multigrid.
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s Fab 11 25 3.4, Significant advances have been made in the
Fab 12 2.9 3.4 speed, quality, and automation of cryo-EM data
Table 2. Global and local resolutions achieved for collection. The Cryo_EM’S resolution revolution
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will be followed by a throughput revolution,
which increases efficiency and reduces cost per
o dataset, and enable fragment-based drug
Round-the-clock productlwty and sample throughput discovery and epitope mapping of large

antibody panels.
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Advantage Of EPU MUItigrid Antibody discovery was performed at
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