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Figure S1 Acute Myelogenous Leukemia: KaplarMeier logrank test results for sngle
best binarized principal component (0,1) extracted from correlation matrix for mmgenes
whose adjusted expression (via ag@,CNA metagene) resulted in significantgenspecific
KM logrank tests.
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Figure S2.Acute Myelogenous Leukemia: Empirical pvalue test results for single best
binarized principal component (0,1) extracted from correlation matrix for msgenes
whose adjusted expression (via ag@,CNA metagene) resulted in significant gene
specific KM logrank tests. Square symbols denote the observeldg(||—) for the best
binarized PC based on maximum likelihood analysis using KM analysis. Kernel density
curves reflect the distribution of-Iog(||—) for KM analysis of the best binarized PC using
==randomly sekected genes|| times.



Blad: Age Blad: PCNA

< | < |
o P=0.0000 w P=0.0000
o o
© | © |
80 SO
N < N <
o] o]
™ (o]
o] o]
o o
d | T T T T T O L T T T T T
0 50 100 150 200 0 50 100 150 200
Months Months
Blad: Age+PCNA Blad: None
< | Q|
© P=0.0000 o P=0.0001
o o
© ©
=° | =09 |
N < w0 <
o] o]
~ o~
o] o]
< Q
e T T T T T o T T T T T
0 50 100 150 200 0 50 100 150 200
Months Months

Figure S3.Bladder: Kaplan-Meier logrank test results for single best binarized
principal component (0,1) extracted from correlation matrix for mssgenes whose
adjusted expression (via ageRCNA metagene) resulted in significahgenespecific KM
logrank tests.
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Figure S4. Bladder: Empirical p -value test results for single best binarized principal
component (0,1) extracted from correlation matrix for megenes whose adjusted
expression (via agePCNA metagene) resulted in significahgenespecific KM logrank
tests. Square symbols denote the observddg(”—) for the best binarized PC based on
maximum likelihood analysis using KM analysis. Kernel density curves reflect the
distribution of -log(|h) for KM analysis of the best binarizedPC using marandomly
selected geneq| times.
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Figure S5. Breast: Kaplan-Meier logrank test results for single best binarized
principal component (0,1) extracted from correlation matrix for mssgenes whose
adjusted expression (via age, stagPCNA metagene) resulted in significant genspecific
KM logrank tests.
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Figure S6. Breast: Empirical p-value test results for single best binarized principal
component (0,1) extracted from correlation matrix for megenes whose adjusted
expression (via age, stag®CNA metagene) resulted in significant genspecific KM
logrank tests. Square symbols denote the observeldg(||—) for the best binarized PC
based on maximum likelihood analysis using KM analysis. Kernel density curves reflect
the distribution of -log(|p for KM analysis of the best binarized PC usingmarandomly
selected geneq| times.
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Figure S7. Cervical: Kaplan-Meier logrank test results for single best binarized
principal component (0,1) extracted from correlation matrix for mssgenes whose
adjusted expression (via age, stagPCNA metagene) resulted in significant genspecific
KM logrank tests.
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Figure S8. Cervical: Empirical p -value test results for single best binarized principal
component (0,1) extracted from correlation matrix for megenes whose adjusted
expression (via age, stag® CNA metagene) resulted in significant genspecificKM
logrank tests. Sqare symbols denote the observedbg(||—) for the best binarized PC
based on maximum likelihood analysis using KM analysis. Kernel density curves reflect
the distribution of -log(|p for KM analysis of the best binarized PC using=arandomly
selected geneq| times.



Figure S9. Colorectal: Kaplan-Meier logrank test results for single best binarized
principal component (0,1) extracted from correlation matrix for mssgenes whose
adjusted expression (via age, stagCNA metagene) resulted in significangenespecific

KM logrank tests.



