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Overview Mutanome-Directed Cancer Immunotherapy Based on 20 Years of Experience in Epitope Mapping
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« Hypothesis: Accurately defining effector (Teff) and excluding
regulatory (Treg) neo-epitopes will help identify patients with
iImproved prognosis.

« Approach: TCGA Dbladder mutanomes (n=412) were analyzed
with Ancer™, an advanced neo-epitope screening platform
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Triage mutations based on NGS metadata and ! ! ’ ’

dataset. EpiMatrix® CD4 predictions and its associated
tools are routinely used and trusted by 9 of the top 10 70%-
pharmaceutical companies.
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colon carcinoma mouse model) [4]. Control - Ancer Ancer *
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or predictive biomarkers.

Methods — TCGA analysis of bladder cancer data Stratification of TCGA bladder cancer patients is better achieved with Ancer™
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