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Watanabe-Nakayama et al. Nano Lett, 2023
https://doi.org/10.1021/acs.nanolett.3c00187
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Protein A

. AlphaFold: AF-P19909-F1-v4 PDB ID: 1FCC
rote I n . Jumper, J et al. Highly accurate protein structure prediction with AlphaFold. Nature (2021).
. Fleming J. et al. AlphaFold Protein Structure Database and 3D-Beacons: New Data and

Capabilities. Journal of Molecular Biology, (2025)

. AlphaFold Data Copyright (2022) DeepMind Technologies Limited.
*  AlphaFold Data Copyright (2023) DeepMind Technologies Limited.
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AlphaFold: AF-P19909-F1-v4

Jumper, J et al. Highly accurate protein structure prediction with AlphaFold. Nature (2021).

Fleming J. et al. AlphaFold Protein Structure Database and 3D-Beacons: New Data and Capabilities. Journal of Molecular Biology, (2025)
AlphaFold Data Copyright (2022) DeepMind Technologies Limited.

AlphaFold Data Copyright (2023) DeepMind Technologies Limited.
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