Highly repetitive elements hold promise as a rich source of cancer vaccine targets
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INTRODUCTION A PROMISING TARGET IN ESOPHAGEAL CANCER

BACKGROUND: Approximately half of the human genome is derived from repetitive sequences that can copy themselves to new genomic loci. Typically
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silenced in healthy somatic tissues but de-repressed in tumors, expression of these elements, referred to as the “repeatome”, has been linked to
inflammation and genome instability. Peptides derived from repetitive elements have been discussed as potential cancer vaccine candidates, with the

added benefit that immune escape cannot be achieved through the silencing of a single locus. However, accurate identification of which repeat transcripts ROME data science platform has identified a family of repeat proteins-highly
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Protein level data validates tumor specificity of this target from 40 studies in the public domain,

DARK GENOME TARGETS ARE “NEEDLES IN THE HAYSTACK”™ including:
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