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Applications

Biopharma’s adoption of Al/ML

While there have been significant advances in computational modeling and high-throughput screening for

binding, the prediction of developability properties remains a challenge. This gap is largely due to the

HT Antibody Production — HT Automated Developability —> Data Output in an . . . . . . .
Aseay Bala Gahacation Al/ML-Ready Format scarcity of large-scale, high-quality datasets required to train robust machine learning (ML) models.
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