Supplementary Figure 8: Dewhurst & McGranahan et al.,
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Supplementary Figure 8

A) Full Kaplan Meier relapse free survival curves for genome-doubled (GD; red) and non-genome doubled (nGD; blue)
TCGA cohort CRC tumours (n=150). P=0.099, log-rank test.

B) Full Kaplan Meier relapse-free survival curves for genome-doubled (GD; red) and non-genome doubled (nGD; blue)
validation cohort CRC tumours (n=389). P=0.00081, log-rank test.

C) Full Kaplan Meier relapse-free survival curves for genome-doubled (GD; red) and non-genome doubled (nGD; blue)
diploid validation cohort CRC tumours (n=262). P=0.0011, log-rank test.



