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Supplementary Figure 9: The relationship between SCNA intra-tumour heterogeneity and clinical variables. Association between proportion of
aberrant genome with a) number of samples (LME coefficient = 0.017, LME ANOVA p=0.1), and b) tumour purity difference - defined as the purity difference
between the most and least pure sample within a tumour (LME coefficient = 0.28, LME ANOVA p=0.04). Proportion of aberrant genome is defined as the
proportion of the total length of genomic segments harbouring any relative-to-ploidy SCNA (gain or loss) or loss of heterozygosity (LOH) event which contains
a subclonal SCNA or LOH event. Proportion of the aberrant genome is defined at the tumour level. Analyses are carried out for the pan-cancer cohort
described in Figures 4 and 5 (n=99 tumours). Linear mixed effect (LME) ANOVA p-values and LME coefficients calculated using the nime R package are
shown, with analyses adjusted for study cohort (defined by histology and sequencing platform), indicated by the colour legend. Whole-exome sequencing
(WES) data is taken from the Brastianos et al. study [1]; SNP array data is taken from the Sottoriva et al. study [2]. Best fit lines shown have LME slope and
intercept values.
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