Supplemental Tables
Supplemental Table 1. G45 target genes. (Sheet 1) Peaks located within 10 kb of TSS identified by G45 ChIP-seq. Values represent peak starting position (column B), peak ending position (column C), and distance from peak center to nearest gene TSS (column E). (Sheets 2 and 3) Genomic regions with decreased (sheet 2) or increased (sheet 3) chromatin accessibility in DKO cells compared to G55 KO cells.
Supplemental Table 2. G45 body-associated proteins. LC-MS analysis of nuclear bodies generated by GFP-tagged full-length GFP-G45 (Sheet 1), G45-ΔIDR2 (Sheet 2), or G45-ΔIDR3 (Sheet 3). To be scored as a component of EGFP-G45 bodies, proteins in fixed EGFP-G45 samples were enriched at least 2-fold compared to unfixed EGFP-G45 and EGFP controls (fixed and unfixed). Two-fold enrichment values were expressed relative to fixed EGFP control, which was set at 1000 if the control value was zero. Normalized abundance values were used for 2-fold enrichment analysis to minimize inter-sample variability. 
Supplemental Table 3. Nuclear G45-regulated transcriptome. RNA-seq analysis of H1299 parental, G55 KO, and DKO cells. (Sheet 1) Genes differentially expressed in G55 KO cells and parental cells. (Sheet 2) Genes differentially expressed in DKO cells and G55 KO cells. (Sheet 3) Nuclear G45 transcriptome based on overlap between Sheets 1 and 2. (Sheet 4) Genes encoding secreted proteins within the nuclear G45 transcriptome. (Sheet 5) G45 target genes identified by integrative analysis of RNA-seq, ChIP-seq, and ATAC-seq datasets. For sheets 1 and 2, CPM values were normalized to the total library size (EdgeR package). For sheets 3 and 4, values represent fold-differences between groups.
Supplemental Table 4. Proteomic analysis of conditioned media from H1299 and G45 KO cells. (Sheet 1) LC-MS analysis of conditioned media (CM) from H1299 and G45 KO cells, including all proteins detected in the CM and proteins that were unique to or comparatively enriched in either H1299 or G45 KO cells. (Sheet 2) Secreted proteins identified by cross-referencing the CM proteomic data with the Human Protein Atlas (HPA) Human Secretome database.
Supplemental Table 5. Oligonucleotides. CRISPR–Cas9 sgRNAs, primers, and EMSA biotinylated DNA sequences. For two-fragment Gibson assembly, only internal primers are included; outer primers correspond to gene-specific upstream and downstream primers.


