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ErbB Family RAS Family PIK3 class1 Family RAF Family
N=501 SCC (43% altered) SCC (45% altered) SCC (85% altered) SCC (63% altered)
EGFR 13% HRAS 8% PIK3CA 77% A-RAF 19%
HER1 17% KRAS 25% PIK3CB 35% B-RAF 28%
HER2 13% NRAS 22% PIK3CD 3% C-RAF 39%
HER3 13% PIK3CG 1%
N=515 ADC (59% altered) ADC (47% altered) ADC (50% altered) ADC (51% altered)
EGFR 28% HRAS 8% PIK3CA 29% A-RAF 14%
HER1 26% KRAS 27% PIK3CB 18% B-RAF 25%
HER2 20% NRAS 22% PIK3CD 12% C-RAF 28%
HER3 9% PIK3CG 13% C-RAF= Down-reg.
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RAS Family
SCC ADC
HRAS 0.43 HRAS 0.12
KRAS 0.47 KRAS 0.36
NRAS 0.38 NRAS 0.36
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A-549: KRAS G12S mutant NSCLC cell line
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Overall Survival (OS) = Progression free disease (PFS) + Post progression survival (PPS)
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