Tumor-wide RNA splicing aberrations generate immunogenic public neoantigens
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ABSTRACT NJ-SPECIFIC TCRS ARE IDENTIFIED FROM DONOR-DERIVED PBMCS

Tumor heterogeneity and low somatic mutational burden are challenges facing immunotherapy in gliomas. A B C D
Recent studies detected alternative-splicing (AS) events in various cancer types that could potentially
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specific, tumor-wide, public AS events. Bulk pan-cancer RNA-sequencing data from TCGA was
analyzed against GTEx normal tissue data to identify tumor-specific AS events (neojunctions). Proteosome
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Neojunctions are considered tumor-wide if they are found
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Top-scoring final candidates are indicated in blue as the candidates that scored in the top 10 percentile in both algorithms. CD8"* T-cell response.
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