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Fig.S1. Volcano plots of DEGs of datasets used in the study.
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Fig.S2. Up and downregulated genes in individual datasets.
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Fig.S3. Top hub genes with high degree of connectivity from common upregulated genes from GBM and GSC datasets.
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Table.S1. Enriched pathways in common upregulated genes between GBM and GSC datasets.
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Fig.S4. Expression of BLVRA, HUS1, PSMA2, PSMC2 and RPA3 in individual datasets.
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Table.S2. Mutual co-occurrence of selected target genes in TCGA samples.
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Fig.S5. Gene interactions of A. RPA3, B. HUS1, C. PSMA2, D. PSMC2 and E, BLVRA.
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Table.S3. AUC values of the selected drugs in GBM cell lines.
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S.No. Label Degree Betweenness Combined Effect Size



1 PSMC2 84 161491.66 1.6996



2 MRPS30 80 11808 0.84654



3 NDUFA9 71 127927.29 1.09606



4 MRPL24 71 68097.5 1.2915



5 MRPL40 71 3255.5 0.99143



6 PSMA2 59 16245.86 1.48945



7 UBE2S 50 80764.21 1.037515



8 AKT1 47 105675.95 1.25415



9 MYOD/E12E47 45 124326.07 1.24775



10 LSG1 44 33823 1.31305



11 ATF4 40 64874.69 1.43267



12 GSK3B 37 80660.94 1.61585



13 KDM6A 35 38599.78 0.960615



14 IFNW1 32 88555.29 0.959465



15 AIMP1 31 45930.46 1.7601



16 RALA 24 18665.84 2.1953



17 AMPK 23 67246.42 0.80295



18 NAMPT 22 28113.3 2.0031



19 HUS1 22 11282.37 1.3372



20 VEGFA 21 16125.57 0.997655



21 CDK5 18 14032.68 1.75023



22 PTPN6 17 15341.57 1.73437



23 RPA3 17 11130.28 1.9011



24 STOML2 17 10911.81 2.1273



25 HERC5 15 16879.52 1.7606
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Fig.S1.C



GO Category Description Count % Log10(P) Log10(q)



R-HSA-69620 Reactome Gene 
Sets



Cell Cycle 
Checkpoints 7 10.45 -5.40 -1.05



hsa05169 KEGG Pathway Epstein-Barr 
virus infection 5 7.46 -4.05 -0.31



GO:1901657 GO Biological 
Processes



glycosyl 
compound 
metabolic 
process



3 4.48 -3.09 -0.06



GO:0007059 GO Biological 
Processes



chromosome 
segregation 5 7.46 -3.02 -0.05



GO:0006029 GO Biological 
Processes



proteoglycan 
metabolic 
process



3 4.48 -2.9 -0.04



GO:0006974 GO Biological 
Processes



cellular response 
to DNA damage 
stimulus



7 10.45 -2.91 -0.03



R-HSA-391251 Reactome Gene 
Sets Protein folding 3 4.48 -2.88 -0.03



GO:0046700 GO Biological 
Processes



heterocycle 
catabolic process 4 5.97 -2.24 0.00



GO:0051216 GO Biological 
Processes



cartilage 
development 3 4.48 -2.21 0.00










Fig.S1.C

GO Category Description Count % Log10(P) Log10(q)

R-HSA-69620

Reactome Gene 

Sets

Cell Cycle 

Checkpoints

7 10.45 -5.40 -1.05

hsa05169 KEGG Pathway

Epstein-Barr 

virus infection

5 7.46 -4.05 -0.31

GO:1901657

GO Biological 

Processes

glycosyl 

compound 

metabolic 

process

3 4.48 -3.09 -0.06

GO:0007059

GO Biological 

Processes

chromosome 

segregation

5 7.46 -3.02 -0.05

GO:0006029

GO Biological 

Processes

proteoglycan 

metabolic 

process

3 4.48 -2.9 -0.04

GO:0006974

GO Biological 

Processes

cellular response 

to DNA damage 

stimulus

7 10.45 -2.91 -0.03

R-HSA-391251

Reactome Gene 

Sets

Protein folding 3 4.48 -2.88 -0.03

GO:0046700

GO Biological 

Processes

heterocycle 

catabolic process

4 5.97 -2.24 0.00

GO:0051216

GO Biological 

Processes

cartilage 

development

3 4.48 -2.21 0.00


image5.emf



Fig.S2










Fig.S2


image6.emf



Gene A Gene B Log2 Odds Ratio p-Value q-Value Tendency
HUS1 PSMC2 >3 <0.001 <0.001 Co-occurrence



BLVRA PSMA2 >3 <0.001 <0.001 Co-occurrence



HUS1 PSMA2 2.5 <0.001 <0.001 Co-occurrence



PSMA2 PSMC2 2.429 <0.001 0.001 Co-occurrence



RPA3 PSMC2 2.14 0.004 0.007 Co-occurrence



HUS1 BLVRA >3 0.004 0.007 Co-occurrence



RPA3 PSMA2 2.122 0.009 0.012 Co-occurrence



RPA3 BLVRA 2.913 0.011 0.013 Co-occurrence
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GBM 
cell line



Drug sensitivity AUC (PRISM Repurposing Secondary Screen)



GSK-2126458 Linifanib Drospirenone Eltrombopag Nilotinib PD198306 Temozolomide



42MGBA 0.807 0.940 0.779 0.895 0.861 0.942 NA
8MGBA 0.662 0.977 0.859 0.941 0.937 NA NA
A172 0.766 NA 0.824 NA NA NA NA
BECKER 0.667 0.948 0.862 0.873 0.955 0.908 NA
CCFSTTG1 0.607 0.892 0.950 0.879 NA 0.947 NA
DBTRG05MG 0.796 NA 0.860 0.835 0.909 0.801 NA
DKMG 0.783 0.817 0.853 0.921 0.876 0.848 NA
GB1 0.705 NA 0.829 0.942 NA NA NA
GI1 0.602 0.977 0.869 0.844 0.858 NA 0.905
GMS10 0.946 NA NA 0.908 0.915 0.910 NA
GOS3 NA NA NA NA NA 0.934 0.901
H4 0.798 NA 0.772 NA NA NA NA



KALS1 0.732 0.976 0.888 0.801 0.867 0.965 NA



KNS42 0.894 0.992 0.865 0.887 NA 0.941 NA



KNS60 NA NA 0.863 0.900 NA 0.913 NA



KNS81 NA NA 0.861 0.873 NA 0.898 NA



LN18 0.974 NA 0.888 0.901 0.951 0.920 NA



SF126 0.737 NA 0.940 0.771 0.882 0.832 0.917



SF295 0.703 NA 0.867 NA NA 0.961 NA



SF539 0.727 0.923 0.819 0.896 0.929 0.947 NA
SNB75 0.799 0.968 0.867 0.900 0.893 0.875 NA
SNU1105 NA NA 0.911 0.814 NA NA NA
SNU466 NA NA NA NA NA 0.845 NA



SW1088 0.776 NA NA 0.780 6.0045 0.896 NA



T98G 0.799 0.974 0.891 0.928 0.889 0.863 NA



TM31 NA NA 0.996 NA 0.999 NA NA



U118MG 0.659 0.952 0.841 NA NA NA NA



U251MG 0.803 0.991 0.969 0.943 0.982 0.900 0.929
YH13 0.815 0.962 NA 0.830 NA NA NA
YKG1 0.649 0.963 0.975 0.876 NA NA NA
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Fig.S1.C



GO Category Description Count % Log10(P) Log10(q)



R-HSA-69620 Reactome Gene 
Sets



Cell Cycle 
Checkpoints 7 10.45 -5.40 -1.05



hsa05169 KEGG Pathway Epstein-Barr 
virus infection 5 7.46 -4.05 -0.31



GO:1901657 GO Biological 
Processes



glycosyl 
compound 
metabolic 
process



3 4.48 -3.09 -0.06



GO:0007059 GO Biological 
Processes



chromosome 
segregation 5 7.46 -3.02 -0.05



GO:0006029 GO Biological 
Processes



proteoglycan 
metabolic 
process



3 4.48 -2.9 -0.04



GO:0006974 GO Biological 
Processes



cellular response 
to DNA damage 
stimulus



7 10.45 -2.91 -0.03



R-HSA-391251 Reactome Gene 
Sets Protein folding 3 4.48 -2.88 -0.03



GO:0046700 GO Biological 
Processes



heterocycle 
catabolic process 4 5.97 -2.24 0.00



GO:0051216 GO Biological 
Processes



cartilage 
development 3 4.48 -2.21 0.00
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