
 

Supplementary Figure S1. Cholesterol-related transcriptomic networks induced by 

lipoprotein deprivation. Extent of upregulated gene expression in U373 (A), KNS42 (B), and 



SF188 (C) cells represented by red colour intensity. Grey nodes represent non-significant genes 

required to construct the minimum network connecting all indicated significant genes.  



 

Supplementary Figure S2. Interferon-related transcriptomic networks induced by 

lipoprotein deprivation. Extent of upregulated gene expression in KNS42 (A) and SF188 (B) 

cells represented by red colour intensity. Grey nodes represent non-significant genes required 

to construct the minimum network connecting all indicated significant genes. 

  



 

 

Supplementary Figure S3. Peak intensities of cysteine sulfinate, hypotaurine, and taurine 

in diffuse glioma cells starved of lipoproteins. Mean peak intensities are displayed for 

taurine-related metabolites under lipoprotein-replete (NM; red) or -deplete (LPDM; green) 

conditions in U373, KNS42, and SF188 cells. Results are the mean ± SD of n=6 independent 

replicates. Statistical evaluation was performed using a t-test: ns = not significant; * p<0.05; 

** p<0.01; *** p<0.001; **** p<0.0001.  



Supplementary Table S1. Peak intensity fold changes for metabolites within the glycolysis 

pathway, tricarboxylic acid cycle, and amino acid metabolism under lipoprotein-replete 

relative to lipoprotein-deplete conditions. 

 

Fold change differences are given to the base of 2 (log2FC). Statistical evaluation was 

performed using t-test and p-values were corrected for multiple comparisons using the false 

discovery rate (FDR). Significant scores are highlighted in bold.  



Supplementary Table S2. Peak intensity fold changes for metabolites within the 

methionine cycle, proline synthesis pathway, and choline metabolism under lipoprotein-

replete relative to lipoprotein-deplete conditions. 

 

Fold change differences are given to the base of 2 (log2FC). Statistical evaluation was 

performed using t-test and p-values were corrected for multiple comparisons using the false 

discovery rate (FDR). Significant scores are highlighted in bold.  



Supplementary Table S3. Peak intensity fold changes for metabolites within the 

methionine cycle, proline synthesis pathway, and choline metabolism under lipoprotein-

replete relative to lipoprotein-deplete conditions. 

 

Fold change differences are given to the base of 2 (log2FC). Statistical evaluation was 

performed using t-test and p-values were corrected for multiple comparisons using the false 

discovery rate (FDR). Significant scores are highlighted in bold. 



Supplementary Table S4. Gene ontology analysis of differentially expressed genes in 

LXR-623 treated U373 cells. 

 

Statistical evaluation of gene ontology (GO) categories based of the number of significant-to-

expected observations using either Fisher’s exact test (Fis) or Kolmogorov-Smirnov test (KS). 

Classic and weight01 algorithms were utilised which do not or do take into account of the 

structure of the GO hierarchy, respectively. Genes in bold were downregulated under 

lipoprotein-deplete conditions.  



Supplementary Table S5. Gene ontology analysis of differentially expressed genes in 

LXR-623 treated KNS42 cells. 

 

Statistical evaluation of gene ontology (GO) categories based of the number of significant-to-

expected observations using either Fisher’s exact test (Fis) or Kolmogorov-Smirnov test (KS). 

Classic and weight01 algorithms were utilised which do not or do take into account of the 

structure of the GO hierarchy, respectively. Genes in bold were downregulated under 

lipoprotein-deplete conditions.  



Supplementary Table S6. Gene ontology analysis of differentially expressed genes in 

LXR-623 treated SF188 cells. 

 

Statistical evaluation of gene ontology (GO) categories based of the number of significant-to-

expected observations using either Fisher’s exact test (Fis) or Kolmogorov-Smirnov test (KS). 

Classic and weight01 algorithms were utilised which do not or do take into account of the 

structure of the GO hierarchy, respectively. Genes in bold were downregulated under 

lipoprotein-deplete conditions. 

 


