0 10 20 30 0 200 400 600 KDM5A (-)

0 10 20 30 0 200 400 600 KDM6A (+)

0 10 20 0 200 400 600 KIT (+)

0 10 20 0 200 400 600 KLF2 (+)

0 10 20 0 200 400 600 KLHL6 (-)

0 10 20 0

0.5

1 KMT2A (+)

0 10 20 0

0.5

1 KMT2C (-)

0 10 20 0

0.5

1 KMT2D (-)

0 10 20 0

0.5

1 KMT2E (+)

0 10 20 0 200 400 600 KRAS (-)

0 10 20 0

200

400 KRTAP5-5 (+)

0 10 20 0

200

400 MAP3K14 (-)

0 10 20 0

200

400 MAX (-)

0 10 20 0 200 400 600 MDM2 (+)

0 10 20 0

200

400 MEF2B (-)

0 10 20 0

0.5

1 MIR142 (-)

0 10 20 0

0.5

1 MIR662 (+)

0 10 20 0 200 400 600 MPL (+)

0 10 20 0

500

1000

MYC (+)

0 10 20 0

500

1000

MYD88 (+)

0 10 20 30 0 200 400 600 MYOM2 (+)

0 20 40 60 0 200 400 600 NF1 (+)

0 10 20 0 200 400 600 NFKBIA (-)

0 10 20 30 0

500

1000

NOTCH1 (-)

0 10 20 30 0

500

1000

NOTCH2 (-)

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

Standardised coverage (reads per nt)