Supplementary Figure 4.

Copy number (CN), mutation status (MS), loss of heterozygosity analysis (LOH) and
immunohistochemistry (IHC) data for all tumors (n=160).
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Key for individual columns:
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& i D = Not done_NI= Non informative Wi = wid typo AWP = CN ampif FTEN nuc = THC nuclear staining FTEN cyto = IHC cyloplasmic staining






