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SUPPLEMENTAL MATERIAL
Nato Narsia, Pradeep Ramagiri, Jiri Ehrmann, Zdenek Kolar. Transcriptome analysis reveals distinct gene expression profiles in 
astrocytoma grades II-IV (doi: 10.5507/bp.2017.020)

Supplementary Fig. 1. Number of differentially expressed genes that were common and unique to different grades of astrocytoma. 
Statistically significant overlap for A. upregulated genes (P < 8.28E-174) and B. downregulated genes (P < 6.61E-288) across all 
subtypes was observed (Fisher’s exact test).

Supplementary Fig. 2. Overlap of differentially expressed genes in different subtypes of grade IV GBM. Statistically significant 
overlap of A. upregulated genes (P < 1.853e-319) and B. downregulated genes (P < 0.00E+00) was seen in pGBM, sGBM and 
rGBM (Fisher’s exact test).
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Supplementary Fig. 3. Annotation of genes over-expressed in each astrocytoma grade. Number of overexpressed genes annotated 
in selected functional categories: tumor suppressor genes, oncogenes, translocated cancer genes, protein kinases, cell differentia-
tion markers, homeodomain proteins, transcription factors and cytokine and growth factors; and Cancer Census Genes. Enriched 
(Red star), depleted (green star) and subtypes were highlighted in different colors as shown in the figure. Significant enrichment of 
genes in a category within a tumor type is represented by ’*’ (P < 0.05), ’**’ (P < 0.01), and ’***’ (P < 0.001) (Fisher’s exact test).

Supplementary Fig. 4. Annotation of genes under-expressed in each astrocytoma grades. Number of under-expressed genes annotated 
in selected functional categories: tumor suppressor genes, oncogenes, translocated cancer genes, protein kinases, cell differentia-
tion markers, homeodomain proteins, transcription factors and cytokine and growth factors; and Cancer Census Genes. Enriched 
(Red star), depleted (green star) and subtypes were highlighted in different colors as shown in the figure. Significant enrichment of 
genes in a category within a tumor type is represented by ’*’ (P < 0.05), ’**’ (P < 0.01), and ’***’ (P < 0.001) (Fisher’s exact test).


