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Supplemental Figure S1. Expression of Shh pathway genes in cultured medulloblastoma

cells. Total RNA (10 mg) was analyzed by northern blotting using antisense probes for Gli1,

Ptc1, Ptc2, Sfrp1 and Smo as indicated. Ethidium bromide staining of the 28S and 18S rRNA is

shown as a loading control. MB, medulloblastoma from Ptc1+/- mouse.  
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Supplemental Table 1. The gene expression profiles of 18 samples (4 medulloblastoma tumors,

4 medulloblastoma cell cultures, 7 culture derived allografts and 3 direct allografts) were

analyzed by cDNA microarray analyses.  After normalization, each dataset was compared with

all other samples. To identify changes in gene expression for each comparison, the numbers of

probe sets scored as overexpressed (log ratio >1) and underexpressed (log ratio <1) were

counted. The ratios of differentially expressed probe sets (including both over expressed and

underexpressed probe sets) were also shown. Similar ratios (13-19%) of probe sets were

differentially expressed in all “tumor versus direct allograft” comparisons (highlighted cells),

and these ratios were similar to those of “tumor versus tumor” comparisons (17-21%).  
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direct allograft

over tumor

culture

over tumor

culture-derived allograft

over culture

No. of probe sets No. of probe sets No. of probe sets

pathway Total * over under (ratio †) over under (ratio) over under (ratio)

apoptosis 215 6 2 (3.7%) 30 33 (29%) 36 14 (23%)

cell cycle 202 3 9 (5.9%) 11 53 (32%) 16 20 (18%)

G protein 227 5 14 (8.4%) 23 60 (37%) 47 5 (23%)

integrin 245 7 3 (4.1%) 57 48 (43%) 41 26 (27%)

MAP kinase 91 2 9 (12%) 10 29 (43%) 14 2 (18%)

MMP 50 3 0 (6.0%) 27 7 (68%) 11 14 (50%)

TGFb 120 5 0 (4.2%) 34 7 (34%) 11 17 (23%)

Wnt 165 8 13 (13%) 24 37 (37%) 31 24 (33%)

The lists of pathway related genes were downloaded from the NETAFFX ANALYSIS CENTER

website (http://www.affymetrix.com/analysis), The numbers of differentially overexpressed (log

ratio >1) and underexpressed (log ratio <1) probe sets were counted for each comparison (direct

allograft over tumor, culture over tumor, and culture-derived allograft over culture).

* Total number of probe sets in each gene list
† Ratio of differentially expressed probe sets (including both overexpressed and underexpressed

probe sets)




