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Abstract Mutanome-Directed Cancer Immunotherapy Based on 20 Years of Experience in Epitope Mapping
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We have developed Ancer, an integrated and streamlined neo-epitope selection pipeline, that
accelerates the selection of both CD4 and CD8 T cell neo-epitopes. Ancer leverages EpiMatrix
and JanusMatrix, predictive algorithms that have been extensively validated in prospective
vaccine studies for infectious diseases [1]. Distinctive features of Ancer are its ablility to
accurately predict Class Il HLA ligands and to identify tolerated or Treg epitopes.
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Genome Atlas (TCGA) database. An initial analysis was carried out on a representative set of :
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mutations. A median number of 24 [interquartile range: 15-64] candidate sequences were
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to define a sufficient number of candidate sequences for vaccinating bladder cancer patients in | ™§ Identification and removal of Treg epitopes using JanusMatrix ™
a precision immunotherapy setting.
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We also assessed Ancer’s ability to explain patients’ disease free survival (DFS) times. While
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Ancer™ Retrospective Study of the TCGA Database: Bladder Cancer (BLCA) cohort Ancer™ Prospective CT26 Studies
Ancer™ was used to analyze bladder cancer NGS data from the TCGA database and to answer 3. Can Ancer™ help explain the prognosis of BLCA patients? Ancer™ is central to the design of prospective studies using the CT26 syngeneic mouse models.
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1. What is the neo-epitope landscape of BLCA patients?
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for early 1 - Specificity Strong IFNy responses are observed in the vaccinated group after restimulation compared to the control
recurrence group. Co-administration of Ancer™-derived CT26 self-like neo-epitopes identified with JanusMatrix™
significantly reduce IFNy responses by 5-fold.
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