A—G/T—-C A—C/T-G

= N=2292

© 201 N=3483 2.0 \\
5 1.0 //‘/,\/// o ;
= sy 0.5

T T T T T T T T T T T T T T T T T T T T

A—T/T—A C—G/G—C
N=443 N=183

& 20 | 2.0 -
£ 1.0 - ‘ 1.0 4
& 0.5 ‘ ! 0.5

T T T T T T T T T T

DpC—DpA/GpH—TpH
N=6778

=, 20 2.0
g 1.0 A 1.0
& 05 0.5

T T T T T T T T T T T T T T T T T T T T

HpC—HpT/GpD—ApD GpC—GpT/GpC—ApC

- 20 N=11109 o N=8442
=10 1.0
& 05 | 0.5 |

T T T T T T T T T T T T T T T T T T T T

.0 S | I

Lagging FP Leading Lagging  FP Leading

Supplemental Figure S6.
Strand asymmetry of substitutions in glioblastoma cancers (GBM) with mutation in the

exonuclease domain of pol epsilon and homozygous germline mutation in MSH6 (MMR

protein). Data for 3 exomes. Notations as in Fig. 2b.



