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Glioblastoma Multiforme: Copy number analysis (GISTIC2)
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- Summary
There were 501 tumor samples used in this analysis: 23 significant arm-level results, 14 significant focal amplifications, and 52
significant focal deletions were found.
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candidate genes. If no genes were identified within the peak, the nearest gene appears in brackets.
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Table 2. Deletions Table - 52 significant deletions found. Click the link in the last column to view a comprehensive list of candidate \ so rted by ¢ ll ¢ kl n g
on a column header.
Genes in Wide Peak
is is the comprehensive list of genes in the wide peak for 12q14.1.
x Table S1. Genes in bold are cancer genes as defined by The Sanger Institute's Cancer Gene Census [7].
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