Supplementary Figure 1
A. Histogram of mRNA-seq and Ribo-seq data, with genes with mean tpm>1 depicted in yellow (tpm, transcripts per million).
B.  Histogram of Ribo-seq data, with genes with mean tpm>1 depicted in yellow (tpm, transcripts per million).
C.  Flowchart of computational analysis of ribo-seq data. RibORF (Ji et al. 2018) was used to filter mRNA sequences being translated by ribosomes. RiboReadCountByFrame is our lab-developed code to identify new translated ncRNAs and to generate gene count numbers per translated gene.
Supplementary Figure 2
A. Fractions of reads in 1st, 2nd and 3rd nucleotides of indicated ORF types for canonical, noncoding and uORFs. Help lines in dotted grey represent the fraction of reads in the first nucleotide of codons (left figure), which are high. The reads in the second (middle figure) en third (right figure) are low, typical for the 3 nucleotide movement of a ribosome translating mRNA. 
B. Corresponding PME values for indicated ORF types (0 represents highly localized and 1 represents a completely even distribution of reads across codons). (PME, percentage of maximum entropy)
C. Corresponding predicted p values for indicated ORF types. A cutoff of 0.7 was used (false positive rate 0.0095, true positive rate 0.936) to select ORFs. 

Supplementary Figure 3
A. Idiogram visualising the chromosomal locations of the new ncRNAs. 

Supplementary Figure 4
A. GSCs classified  into subgroups based on known genes differentially expressed between subgroups; respectively Proneural, Mesenchymal, Neural and Classical (Verhaak et al. 2010). Note: the patient triplets are no identical triplicates but the RNAseq data on respectively t0, t1 and t2. 
B. MA plot visualizing differentially expressed genes (blue dots) between subgroups on translatome (Ribo-seq) level (n=61, p adj <0.01)
C. MA plot visualizing differentially expressed genes (blue dots) between subgroups on transcriptome (mRNA-seq) level (n=650, p adj <0.0001)
D. Heatmap differentially expressed genes mRNA-seq between patient subgroups (p adj <0.001), respectively subgroup 1 GSC34 and GSC2; subgroup 2 VU598 and VU593; subgroup 3 VU609 and VU591, subgroup 4 GSC28 and GSC20).
E. Gene ontology analysis on DE genes in Fig S4B, matching the proneural subtype (all p-values <0.0001).
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