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Endoglin and TGF-β signaling in glioblastoma
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Figure S1. Individual H scores for endoglin, stratified by expression in the tumor cells or the endothelial cells are shown for two patients with available tumor tissue at time of diagnosis and time of recurrence. 
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Figure S2. Correlation of endoglin tumor and endoglin endothelium H-score. Two-tailed Pearson test coefficients (r) and significances are indicated for newly diagnosed and recurrent tumors respectively. A linear regression analysis was performed to show a best-fit line between the two variables.
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Figure S3. Kaplan-Meier survival curves of overall survival of patients of a glioblastoma data set of TCGA network (R2 internal identifier ps_avgpres_broadgbm540_u133a) are shown for newly diagnosed glioblastomas. Patients were divided into two groups with high (blue) or low (red) expression of the target gene with the cut-off defined by the median mRNA expression level of the target (a), alternatively, the cut-off was defined by the expression level that results in the highest association with survival (b). Statistical significances (p) were determined using the log-rank test, p< 0.05 was considered significant.
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Figure S4. Endoglin expression correlates with expression of hypoxia-responsive genes in glioblastoma patients. Correlation analyses of mRNA expression data of endoglin with CAIX, VEGFA, VEGFR1, and VEGFR2 are shown in glioblastoma patients from the TCGA database. Expression values are represented in a linear scale. Two-tailed Pearson test coefficients (r) and significances (p) are indicated. A linear regression analysis was performed to show a best-fit line between the two variables.
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Figure S5. Endoglin expression in human glioma cell lines after culture under hypoxia. LN-18 or ZH-161 glioma cells were cultured for 24 h under hypoxia (1%) or normoxia. Subsequently, endoglin was detected by flow cytometry. 
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Figure S6. Distribution of CD31 andSMA expression in cells derived from freshly dissociated human glioblastoma (n = 6). X-axis: CD31 expression value, y-axis: SMA expression value.
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