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Altered in 250 (95.79%) of 261 samples in LUSC subA

Supplementary Figure2
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Altered in 238 (98.35%) of 242 samples in LUSC subB
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Altered in 290 (86.83%) of 334 samples in LUAD sub A
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Altered in 170 (89.95%) of 189 samples in LUAD sub B


