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Supplementary Table and Figure Legends 

 

Supplemental Table 1. (A) Microarray datasets characteristics. (B) Composed 

list of tumor suppressor genes, established by interrogating the Amigo and NCBI 

Gene Ontology (GO) databases. 

 

Supplemental Table 2. (A) List of down-regulated genes in medulloblastoma 

versus normal cerebellar precursor cells in at least five out of seven mouse 

medulloblastoma datasets that are also down-regulated in human 

medulloblastoma versus normal cerebellum. (B) List of genes with GeneOntology 

“tumor suppressor” own-regulated in at least three out of seven mouse 

medulloblastoma datasets that are also down-regulated in human 

medulloblastoma versus normal cerebellum. 

 

Supplemental Figure 1. DAB2IP expression does not correlate with a 

specific medulloblastoma subgroup. Scatterplot of DAB2IP mRNA expression 

levels (arbitrary units) in patients based on medulloblastoma subgroup (1) 

stratification shows that average DAB2IP expression does correlate with a 

specific subgroup of medulloblastoma.   

 

Supplemental Figure 2. Low DAB2IP expression correlates with a poor 

prognosis in non-metastatic and metastatic patient groups. (A) Kaplan-

Meier analysis shows that non-metastatic medulloblastoma patients that have 

lower expression of DAB2IP have a lower overall survival probability (p= 0.077). 
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(B) Kaplan-Meier analysis shows that metastatic medulloblastoma patients that 

have lower expression of DAB2IP have a significantly lower overall survival 

probability (p= 0.044). 

 

Supplemental Figure 3. DAB2IP and EZH2 are inversely expressed in 

human medulloblastoma and control samples and cell lines. (A) Expression 

levels of DAB2IP mRNA compared to EZH2 mRNA levels in individual patients 

show a significant negative correlation. Analysis by linear regression, standard 

deviations mentioned between parenthesis. (B) Protein expression analysis of 

DAB2IP and EZH2 in various medulloblastoma cells and non-neoplastic brain. 

Western blots used for DAB2IP protein analysis in Fig. 2B were re-probed with 

an antibody directed against EZH2 showing an inverse relation with DAB2IP 

protein expression. 

 

Supplemental Figure 4. DAB2IP overexpression inhibits anchorage 

independent growth following treatment with a low dose of TNFα. Colony 

formation of DAB2IP overexpressing Daoy cells following treatment with a low 

dose of TNFα compared to untreated cells. 

 

Supplemental Figure 5. DAB2IP expression in mouse models that mimic 

subgroup 3 and WNT.  (A) DAB2IP mRNA expression is significantly (p<0.05) 

reduced in mouse tumor samples derived from the MYC-based medulloblastoma 

mouse model described by Kawauchi et al (2). DAB2IP mRNA expression is also 
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significantly (p<0.05) reduced in mouse tumor samples derived from 

medulloblastoma mouse models that mimic SHH-subgroup (SHH and MYCN). 

The small number (three) of samples derived from the model that mimcs WNT-

subgroup medulloblastoma and the strong variation in their DAB2IP expression 

levels preclude making any meaningful comments on DAB2IP expression in the 

WNT model. CTRL are granule neuron precursor cells derived from P6 

cerebellum. (B) DAB2IP mRNA expression is significantly (p<0.05) reduced in 

mouse tumor samples derived from medulloblastoma mouse models that mimic 

SHH-subgroup (Ptch1 tumor) but not in models that mimic subgroup 3 (SC tumor 

and Progenitor tumor) described by Pei et al (3). (C) DAB2IP mRNA expression 

is significantly (p<0.05) reduced in mouse tumor samples derived from 

medulloblastoma mouse models that mimic SHH-subgroup (Ptch1 tumor). The 

small number (three) of samples derived from the model that mimcs WNT-

subgroup medulloblastoma and the strong variation in their DAB2IP expression 

levels preclude making any meaningful comments on DAB2IP expression in the 

WNT model described by Gibson et al (4).  
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