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We conducted a study focusing on the METTL14 R298P mutation, a mutation
hotspot in various types of cancer. By utilizing CRISPR-Cas9, we generated cell lines with this
specific mutation and performed MeRIP-Seq analysis. Our findings revealed that the canonical m6A
modification motif, 5"-AC-3", was altered to 5"-AU-3". The m6A modification at the 5"-AU-3" motif
appeared to have a minimal direct impact on gene expression, as it did not bind to reader proteins.
However, we discovered that gene expression regulation occurred due to the modification of adjacent
motifs when the aberrant motif was m6A-modified.
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