0 10 20 0 200 400 600 ACTB (-)

0 10 20 0 200 400 600 AKT2 (-)

0 10 20 0 200 400 600 AKT3 (-)

0 10 20 0 200 400 600 ANKLE2 (-)

0 10 20 0 200 400 600 ARID1A (+)

0 10 20 0 200 400 600 ASXL1 (+)

0 20 40 0 200 400 600 ATM (+)

0 10 20 30 0 200 400 600 ATP13A4 (-)

0 10 20 30 0

200

400 ATRX (-)

0 10 20 0 200 400 600 B2M (+)

0 10 20 30 0

500

1000

BAI3 (+)

0 10 20 0 200 400 600 BARD1 (-)

0 10 20 0

500

1000

BCL2 (-)

0 10 20 0 200 400 600 BCL6 (-)

0 10 20 0 200 400 600 BCOR (-)

0 10 20 0 200 400 600 BCORL1 (+)

0 10 20 0

500

1000

BIRC3 (+)

0 10 20 0 200 400 600 BRAF (-)

0 10 20 0

200

400 BTG1 (-)

0 10 20 0 200 400 600 CALR (+)

0 10 20 0

500

1000

CAMTA1 (+)

0 10 20 0

500

1000

CARD11 (-)

0 10 20 0

500

1000

CBL (+)

0 10 20 0 200 400 600 CCND1 (+)

0 10 20 0 200 400 600 CCND3 (-)

Captured coding exons are ranked as per target bed file with orientation reversed for genes on the (-) genomic strand

Standardised coverage (reads per nt)