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Supplementary Figure 1. Expression profiles of ASPM in all tumour types. At the top of the panel is the name of the cancer; red
indicates that ASPM is highly expressed in the cancer tissue, black indicates that ASPM is not differentially expressed between cancer and
normal tissues, and green indicates that ASPM is highly expressed in normal tissue.
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Supplementary Figure 2. The methylation level of ASPM transcriptional start site from 2 kb upstream to 0.5 kb downstream
in GBM and normal tissue. There was no significant difference of methylation level between GBM and normal tissue.
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Supplementary Figure 3. The relationship between copy number of ASPM and its expression level in GBM.
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Supplementary Figure 4. Western blot analysis of ASPM and [-catenin protein levels in U251 cells with stable ASPM
knockdown.
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