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Accurately predicting protein domains from raw amino acid 

sequences is essential for understanding a protein's functional and 

structural properties. We developed a method to predict domain 

boundaries and CATH ids in a end-to-end single model.

Our research streamlines structural biology pipelines by predicting CATH 

annotations and precise domain boundaries directly from the sequence, 

eliminating the need for the external search tools that other models rely on.
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The model is trained on a dataset of approximately 186 million unique 

protein sequences downloaded from the TED database, which include 

precise annotations for domain boundaries and CATH classifications.
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TARGET
5-218 | 3.90.550.10 * 240-305 | -

PREDICTION
4-210 | 3.90.550.10 * 223-306 | -




