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Altered in 196 (98%) of 200 samples (low Senescore group).
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Altered in 186 (93.47%) of 199 samples (high Senescore group).
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Altered in 191 (95.5%) of 200 samples (low Senescore group).
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Altered in 178 (89.45%) of 199 samples (high Senescore group).
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Low score [40.5%; N = 200] TP53: NM_000546

High score [54.77%; N = 199]
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Low score [13.5%; N = 200] RB1: NM_000321
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