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W% & H Discovery of antibodies with potential therapeutic applications aided
by artificial intelligence
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We collected high-quality SARS-CoV-2 antibody sequence data and used Al models to predict
which antibodies can neutralize the virus. One model, AntiBERTa, showed the most promising
results. We also extracted useful information from the model to better understand how

antibodies work, which will support future research and potential treatments.
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