Bailey et al Supplementary Figure_1

A T B
[ 10 -
5 0.80
o ————
(7))
c 0.49
2 o5 —— i
o
>
@]
o

00 ....... . DO - - SR

SNP  Mutation

Proportion (%)

801

601

401

201

*kkk
2.24)
(1.19)

SNP Mutation



Bailey et al Supplementary Figure 2
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Bailey et al Supplementary Figure 4
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Bailey et al Supplementary Figure 5
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