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Figure S1. Sequence of ASOs used in this study.


[image: ]
Figure S2. Schematic representation of the experimental approach and bioinformatics pipeline to assess snoRNA expression. A) Overview of the Ampliseq approach used to obtain snoRNA expression profiles. B) Bioinformatics pipeline detailing the steps to process and analyze snoRNA expression data.
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Figure S3.  snoRNAs are differentially expressed in neural progenitor cells (NPCs). A) Volcano plot illustrating differentially expressed snoRNAs in NPCs vs. normal brain (astrocytes/AST and human brain/HBR). B) Heatmap showing snoRNAs differentially expressed in NPCs vs. AST + HBR cells. snoRNAs differentially expressed in both NPCs and GSCs in comparison to AST + HBR are shown in bold. C) Venn diagrams indicate the number of up or downregulated snoRNAs in NPCs and/or GSCs in comparison to AST + HBR. D) Table lists snoRNAs related to Venn diagrams.
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Figure S4. Factors implicated in H/ACA snoRNA processing and rRNA modification are highly expressed in GBM. Expression levels of NHP2, GAR1, and NOP10 in normal cortex, gliomas grade II and III, and glioblastoma. Statistical differences were assessed by Mann–Whitney U tests (p-value * < 0.05, ** < 0.01, *** < 0.001, **** < 0.0001).
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Figure S5. Impact of DKC1 knockdown on splicing. The pie chart shows the distribution of splicing events affected by a partial DKC1 knockdown in U251 cells. Abbreviations: Alternative 5’ splice site (A5S); Alternative 3’ splice site (A3S); Mutually exclusive exon (MX); Retained intron (RI); Skipping exon (SE).


Supplementary Tables
Table S1. Sequence of qRT-PCR primers used in this study.
Table S2. Information about the Ampliseq platform for snoRNAs and scaRNAs analysis.
Table S3. Genomic localization of snoRNAs and scaRNAs in the Ampliseq platform and their host genes.
Table S4. List of snoRNAs displaying altered expression in GSC and/or GBM cells and their pertinent pseudo-uridylation sites in 18S and 28S rRNA. Conserved pseudo-uridylation sites according to (1)  are indicated, as well as the frequency of pseudo-uridylation for each site according to BACS analysis (2).
Table S5. List of snoRNA/scaRNAs whose expression was reduced after partial DKC1 knockdown in U251 cells.
Table S6. List of splicing alterations observed in U251 cells after partial DKC1 knockdown. A5/A3: Alternative 5'/3' Splice Sites, MX: Mutually Exclusive Exons, RI: Retained Intron, SE: Skipping Exon.
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ASO Sequences

snoRA46 ASO-1: [mMUJ*[mC]*[mC]* [mAJ* [mC]*A*G*G*T*T*T*A*A*A*T*[mA]*[mU]*[mA]*[mG]*[mU]
snoRA46 ASO-2: [MG]* [MAJ*[MAJ MU' [MG]*G*G*G*A*A*T*A*T*T*C*mMC]*[mC]* [mA]*[mU]*[mC]
snoRA75 ASO-1: [MCJ*[mU[mC]* [mUJ* [mG]*T*A*A*A*G*A*C*A*G*[MA]* [MA]* [mG]* [mG]*[mU]

snoRA75 ASO-2: [mAJ* [mUJ*[mAJ* [mU]*[mA]*C*C*T*C*T*G*T*A*A*A*[mG]*[mA]*[mC]*[mA]*[mG]
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