Expression vs. SFTP mutation status correlations
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PEPTIDE CHAIN ELONGATION (Dir = Up, P = 9.8e-07, FDR = 0.00065)
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INFLUENZA VIRAL RNA TRANSCRIPTION AND REPLICATION (Dir = Up, P = 2.3e-05, FDR = 0.0088)
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3 UTR MEDIATED TRANSLATIONAL REGULATION (Dir = Up, P = 2.6e-05, FDR = 0.0088)
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SRP DEPENDENT COTRANSLATIONAL PROTEIN TARGETING TO MEMBRANE (Dir = Up, P = 7.9e-05, FDR = 0.021)
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NONSENSE MEDIATED DECAY ENHANCED BY THE EXON JUNCTION COMPLEX (Dir = Up, P = 0.00011, FDR = 0.025)
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MITOCHONDRIAL FATTY ACID BETA OXIDATION (Dir = Up, P = 0.00016, FDR = 0.026)
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FORMATION OF THE TERNARY COMPLEX AND SUBSEQUENTLY THE 43S COMPLEX (Dir = Up, P = 0.00017, FDR = 0.026)
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RESPIRATORY ELECTRON TRANSPORT (Dir = Up, P = 0.00018, FDR = 0.026)
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RESPIRATORY ELECTRON TRANSPORT ATP SYNTHESIS BY CHEMIOSMOTIC COUPLING (Dir = Up, P = 2e-04, FDR = 0.026)
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ACTIVATION OF THE MRNA UPON BINDING OF THE CAP BINDING COMPLEX AND EIFS (Dir = Up, P = 0.00078, FDR = 0.094)
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TRANSLATION (Dir = Up, P = 0.00086, FDR = 0.095)
RPL30 RPS23 RPS4Y1 RPL23A RPL6 RPL8 RPLP2 RPL37A RPL37 RPS24

R R R N N N

L T T B A N TR T R

Gene ranks T T T T 1
0 5000 10000 15000 17683

Imielinski et al. Figure S3

Expression vs. TP53 mutation status correlations
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DNA STRAND ELONGATION (Dir = Up, P = 1.1e-05, FDR = 0.0087)
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G2 M CHECKPOINTS (Dir = Up, P = 1.9e-05, FDR = 0.0087)
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ACTIVATION OF THE PRE REPLICATIVE COMPLEX (Dir = Up, P = 2e-05, FDR = 0.0087)
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ACTIVATION OF ATR IN RESPONSE TO REPLICATION STRESS (Dir = Up, P = 3.5e-05, FDR = 0.0097)
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M G1 TRANSITION (Dir = Up, P = 3.7e-05, FDR = 0.0097)
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SYNTHESIS OF DNA (Dir = Up, P = 4.4e-05, FDR = 0.0098)
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ASSEMBLY OF THE PRE REPLICATIVE COMPLEX (Dir = Up, P = 6.7e-05, FDR = 0.013)
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UNWINDING OF DNA (Dir = Up, P = 7.9e-05, FDR = 0.013)
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EXTENSION OF TELOMERES (Dir = Up, P = 1e-04, FDR = 0.013)
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KEGG DNA REPLICATION (Dir = Up, P =0.00011, FDR = 0.013)
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DNA REPLICATION (Dir = Up, P = 0.00011, FDR = 0.013)
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KEGG HOMOLOGOUS RECOMBINATION (Dir = Up, P = 0.00012, FDR = 0.013)
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LAGGING STRAND SYNTHESIS (Dir = Up, P = 0.00013, FDR = 0.013)
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MITOTIC M-M/G1 PHASES (Dir = Up, P = 0.00014, FDR = 0.013)
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CDT1 ASSOCIATION WITH THE CDC6 ORC ORIGIN COMPLEX (Dir = Up, P = 0.00016, FDR = 0.014)
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