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The RNA Modifications Company
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Expanding the Transcriptomic Landscape:
Insights from RNA Modification Profiling in Cancer
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Abstract :

RNA modifications, collectively termed the epitranscriptome, represent a tissue and cell type
dependent layer of gene regulation with broad implications in cancer biology. N6-
methyladenosine (m6A) and adenosine-to-inosine (A-to-I) editing are among the most
prevalent messenger RNA modifications and have each been implicated in oncogene
stabilization, tumor immune evasion, therapy resistance, and disease stratification. Despite
growing evidence for their clinical relevance, transcriptome-wide profiling of RNA modifications
in patient samples has remained technically challenging.

In this seminar, we will first introduce how RNA modifications contribute to cancer biology and
tumor progression before presenting data generated with Alida Biosciences’ EpiPlex platform.
EpiPlex simultaneously profiles m6A, inosine, and gene expression from low-input clinical
samples, including blood, tissue, and FFPE specimens. We will present data highlighting
epitranscriptomic differences across immune cell populations and demonstrate how immune-
cell-associated RNA modification signatures may be leveraged to detect disease states in blood
samples. Finally, we will share results from our collaboration with Storm Therapeutics, focused
on profiling the effects of small-molecule inhibitors targeting RNA-modifying enzymes in solid
tumors.
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