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/ S101
Acquiring protein sequences, MHC-I/HLA-I sequences, and peptide sequences

Training a protein sequence tokenizer using the protein sequences

$103
Training a protein representation model using the protein sequences tokenized by the protein /
sequence tokenizer to obtain a trained protein representation pre-trained model

Fine-tuning the trained protein representation pre-trained model by concatenating the MHC-1/ / s104
HLA-I sequences and the peptide sequences tokenized by the protein sequence tokenizer to
obtain a binary classification model

Identifying target wild-type/mutant peptides and classifying the mutant peptides using the 5105
binary classification model to obtain candidate neoantigen mutant peptides that are positively
correlated with TCR recognition
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