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interesting is the formation of the knot. 
Every bit of the protein chain is involved in 
the knot formation, creating what is 
known as a ‘tight knot’. Exactly how the 
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a mystery, but it clearly went through a 
highly intricate folding process to reach its 
current state. Dr. Hsu’s unexpected 
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springboard into many other areas of 
research, including the 71�$�6���+�;�/�J���	���6�2�/�J
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what it might mean for diseases.
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knot is yet to be discovered, but the 
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forward, we can leverage AlphaFold to 
give us a very close guess of the protein 
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particular, is not commonly used in the 
community but it is very useful because it 
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prediction in one area versus another. This 
helps guide our analysis as we interpret 
the prediction.”
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structural biology. It proves that AI is not merely a tool for interpolation 
or a fancy database search, but a deep learning engine that has grasped 
the very principles of protein folding. This breakthrough opens a world of 
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audacious prediction of a structure no one had ever seen sparked Dr. 
Hsu and his lab to pursue what seemed impossible, leading to the 
discovery of the most complex protein knot ever documented.

For Dr. Hsu, this newfound power allows researchers to tackle previous 
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time. "Given the power of AlphaFold, we can explore ancestral sequence 
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might have looked like, predict missing structures, and even give insights 
on how a protein might have evolved.”

In this way, AlphaFold has become the ultimate bridge between the 
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of laboratory science. It transforms what was once a laborious, 
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groundbreaking discoveries.


