High-throughput neoantigen discovery pipeline using noncanonical peptides
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Overall, by leveraging proteogenomic
data, we hope that our pipeline can
ultimately be a powerful tool for
accurate neoantigen prediction in the
development of cancer vaccines,
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Figure 1: Workflow of the pipeline, given a single length and incidence of various HLA-genotypes (shown on right) are covariates for each 3. ZhangZ, Lu M, Qin Y, Gao W, Tao L, Su W and Zhong |
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