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The extent of consequential DNA

damage in human tumors from
TCGA PanCanAtlas

Aleksey V. Belikov, Dr.rer.nat.
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What is the extent of consequential
DNA damage per tumor,

1.e. the number of various kinds of
driver mutations?
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Driver event distribution by cancer type
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Driver event distribution by total number of driver events per patient

Average number of Driver arm gains per patient 504

Average number of Driver arm losses per patient

S
o

Average number of Driver chromosome gains per patient

Average number of Driver chromosome losses per patient

W
o

Average number of Mixed tumor suppressor events per patient

Average number of CNA-based tumor suppressor events per patient

N
o

Average number of SNA-based tumor suppressor events per patient

Average number of driver events

Average number of Mixed oncogenic events per patient

10-
Average number of CNA-based oncogenic events per patient I
AveragenumberofSNA—basedOncogeniceventsperpatient 0 F NN ONROOOOOHANMSTSUNONROOOOOHANMSTSULONROOOOOHANMSSULONROOOOHANMSSUONOO O
|—||—||—||—||—||—||—||—||—||—|NNNNN.NNNNNmmmmmmmmm.MQ'ﬂ'ﬁ'?ﬁ'??#?ﬂ'm
Total number of driver events per patient




CONCLUSIONS
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