Legends for Supplementary Data and Movie

Supplementary Data 1: The SILAC-MS analysis results compared protein expression between DDX18 KD and control KD hESCs. GO analysis was conducted for both downregulated and upregulated proteins.

Supplementary Data 2: The integrated analysis of proteomic and transcriptomic changes upon DDX18 KD in hESCs. Genes and proteins are classified into six groups based on their regulation at transcriptional and translational levels: (I) and (VI) represent positive regulation at both levels, (II) and (V) are translationally regulated without transcriptional changes, and (III) and (IV) exhibit anti-correlation between transcription and translation. GO enrichment analysis for each group was provided. 

Supplementary Data 3: The results of IP-MS analysis identifying 140 high-confidence DDX18-interacting proteins in hESCs. Proteins were selected based on a stringent cut-off: ≥4 unique peptides and a 3xFlag-DDX18/IgG ratio ≥4. 

Supplementary Data 4: The peak annotation results from DDX18 iCLIP-Seq (individual-nucleotide resolution UV crosslinking and immunoprecipitation sequencing) in hESCs. The peaks are annotated with their genomic locations, including exons, introns, 5'UTRs, 3'UTRs, and intergenic regions.

Supplementary Data 5: The gene distribution analysis from DDX18 iCLIP-Seq identifies the range of genes bound by DDX18 in hESCs.

Supplementary Data 6: The sequences of all primers, single-guide RNAs (sgRNAs), and short hairpin RNAs (shRNAs) used for CRISPR and RNA interference experiments.

Supplementary Movie: Core-shell condensate of DDX18-GFP/NPM1-RFP fusion dynamics. The addition of NPM1-RFP to preformed DDX18-GFP droplets results in the formation of core-shell condensates, which display dynamic shell and cavity fusion events.


