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The location of mutations in a gene matters

Drug response to Vemurafenib (inhibitor of V600OE BRAF mutants) in GDSC 1000 cell line panel
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Finding mutation hotspots




Mutation Count

Finding mutation hotspots

15

10

5
0

EGFR in PANCAN11

_ |.l|.|| s ..|.|J| -

Mutation count

0

200

400 600
Amino Acid Position

1 J-II..- 1k ILu Lt A\A‘JL wiwm 1w

L1l
1000

1200



Kernel Density Estimates
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Finding mutation hotspots
EGFR in PANCAN11
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* 75% of the mutations in hotspots are inside protein domains
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