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Supplementary information, Figure S1 Analyses of YTHDF3 PAR-CLIP data. (A) Overlap of 

YTHDF3 PAR-CLIP peaks in biological triplicates with 11,750 common peaks identified. (B) 

Distribution of PAR-CLIP peaks from each replicate along the length of mRNA. (C) Region 

distribution of common peaks from YTHDF3 PAR-CLIP triplicates. (D) YTHDF3-binding motif 

identified from PAR-CLIP peaks in each replicate. P values and the percentage of peaks with the 

motif were indicated. (E) Gene Ontology (GO) analysis of top 500 target genes shared in PAR-

CLIP and RIP-seq of YTHDF3 with DAVID 6.7 [49, 50]. GO terms with p < 0.001 were visualized 

with REVIGO [51].  

  


