
Figure 5: The comparisons of GISTIC calling results using the original and normalized copy number data
from 3 TCGA projects. The green boxes highlight regions with reduced noise signal using normalized data.
The orange boxes highlight regions with improved significance using normalized data. Overall, normalized
data shows improvement in both sensitivity and specificity.

Figure 6: Detected cancer census genes using the original and normalized data in GBM, SKCM and OV
datasets of TCGA. Numbers in circles represents the total of detected census genes. Gene symbols in boxes
show the known drivers for the disease.
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Pathway Original Hits Norm Hits Diff
NFE2L2.V2 13 19 6
KRAS.600 UP.V1 DN 10 19 9
IL21 UP.V1 UP 11 16 5
PRC2 EED UP.V1 DN 12 15 3
ERB2 UP.V1 UP 11 13 2
TBK1.DF UP 12 12 0
CSR EARLY UP.V1 UP 10 12 2
ESC V6.5 UP LATE.V1 UP 10 12 2
STK33 SKM UP 10 11 1
STK33 UP 13 10 -3
CYCLIN D1 KE .V1 UP 10 10 0
CYCLIN D1 UP.V1 UP 10 10 0
P53 DN.V1 DN 10 10 0
KRAS.600 UP.V1 UP 10 10 0

Table 2: MSigDB pathways with high coverage in both the original and normalized data of SKCM. Pathways
in bold have known associations with melanoma.

Pathway Original Hits Norm Hits Diff
PDGF ERK DN.V1 DN 3 15 12
NRL DN.V1 UP 1 11 10
KRAS.600 UP.V1 DN 10 19 9
IL2 UP.V1 UP 8 17 9
VEGF A UP.V1 UP 7 16 9
STK33 DN 3 12 9
CRX NRL DN.V1 UP 1 10 9
MTOR UP.V1 UP 5 13 8
PIGF UP.V1 DN 4 12 8
STK33 NOMO DN 2 10 8
TGFB UP.V1 UP 7 15 8
RPS14 DN.V1 DN 7 15 8
KRAS.300 UP.V1 DN 5 12 7
KRAS.AMP.LUNG UP.V1 DN 2 9 7
PDGF UP.V1 UP 6 13 7
RAPA EARLY UP.V1 UP 8 15 7
IL15 UP.V1 UP 4 11 7
MTOR UP.V1 DN 3 10 7
PTEN DN.V1 UP 9 16 7
MEK UP.V1 UP 7 14 7
MYC UP.V1 UP 5 12 7
CAHOY ASTROCYTIC 1 8 7
MEL18 DN.V1 DN 9 4 -5
PRC2 EZH2 UP.V1 DN 10 3 -7

Table 3: MSigDB pathways with significant changes of coverage between the original and normalized data
of SKCM. Pathways in bold have known associations with melanoma.
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