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(57) Abstract: A method for identifying a peptide fragment bound to a class MHC-I/HLA-I and recognized by TCR, a device, and a
storage medium. The method comprises: acquiring a protein sequence, an MHC-I/HLA-I sequence, and a peptide fragment sequence;
using the protein sequence to train a protein sequence tokenizer, using the protein sequence tokenized by the protein sequence tokenizer
to train a protein characterization model, and obtaining a trained protein characterization pre-trained model; using the MHC-I/HLA-I
sequence and the peptide fragment sequence tokenized by the protein sequence tokenizer to fine-tune the trained protein characterization
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pre-trained model, and obtaining a binary classification model; using the binary classification model to perform identification processing
on a target wild-type/mutant peptide fragment, classifying the mutant peptide fragment, and acquiring a candidate neoantigen mutant
peptide positively correlated with TCR recognition.
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