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Epitranscriptomic alteration in soft tissue sarcoma
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d We analyzed soft-tissue leiomyosarcoma using RNA-seq and genome sequencing

ata.

RNA-seq showed that patients with high expression of METTL3 gene, an RNA methyltransferase, tended

to have a poorer prognosis than those with low expression. Gene mutation analysis showed
amplification of the ALKBH5 gene in 17% of cases. Immunostaining of tumor tissue samples showed that
high expression of METTL3, WTAP, and ALKBH5 was associated with significantly more Mitosis than low
expression; PD-L1 expression was significantly more common in high METTL3 expression and YTHDF2
expression.

Combinate inhibition of epitranscriptome modifying enzymes and checkpoint molecules may be a novel

therapeutic target.
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