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Integrated Genomic Analysis Identifies Clinica_lly
Relevant Subtypes of Glioblastoma Characterized
by Abnormalities in PDGFRA, IDH1, EGFR, and NF1

Proneural Neural Classical Mesenchymal

oH1- m [
ge
PDGFRA cn
mut
ge
EGFR cn
mut

ge
NF1 cn

mut

ge
CDKN2A

cn

I ;!
N

O 2 mut

N Copy Number
Gene Expression Mutation TP53 LOH EGFRuvIII high level amp.li'fica.tion
low level amplification
normal copy number
hemizygous deletion

homozygous deletion




uonajap snobAzowoy
uonajap snobAziway
Jaquinu Adoo |ewJou
uoneoyljdwe |9A8] mo|

Joquiny Adoo o | .

W 1M

4 0 A

nw
ud LdAN
ab

nw

ud

VYZNMAD
ab

4493

b

nw

U vyH49dd
ob

inw-LHAI
nw- g6d1

|lewAyousss| |eoisse|D EIREIN |eJnauold



uonelap snobAzowoy
uonajap snobAziway
Jaquinu Adoo |ewJou
uoneoyljdwe |9A8] mo|

Joquiny Adoo o | .

W 1M

4 0 A

ud

YZNMAD
ab

d493
b

nw

U vyH49dd
ob

inweLHAI

nw- g6d1

|lewAyousss| |eoisse|D EIREIN |eJnauold




Groupings



MmRNA

#

#2

#3

#4

Copy Number

normal

Mutation

normal



MRNA Copy Number Mutation

normal

normal




MRNA Copy Number Mutation

normal

normal

ﬁ

'
\

A




MRNA Copy Number Mutation

normal

normal

ﬁ

'
\

A




|EEE TRANSACTIONS ON VISUALIZATION AND COMPUTER GRAPHICS, VOL. 17, NO. 12, DECEMBER 2011 2291

VisBricks: Multiform Visualization of Large, Inhomogeneous Data
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Fig. 1. VisBricks in action: Four different groups of dimensions with different numbers of clusters per group. The gray arch connects
the overviews of the groups. The arches show how the data is distributed over the clusters in that group, thus summarizing the
p. The clusters themselves are shown in stacked VisBricks above and below the arch depending on

specifics of a dimension grou
whether }he_ir average data values are higher or lower than the overall average for the group. Colored ribbons indicate how data items
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MRNA + Copy Number + miR + methylation
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MRNA + Copy Number + miR + methylation







Mutation Data

Clinical Data

External Classifications

Multivariate Data

Batch Information
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MRNA + pathways
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MRNA + pathways
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FIREHOSE

Broad GDAC




Thank you!

nils@hms.harvard.edu

http://gdac.broadinstitute.org | Firehose Analysis Pipeline
http://www.caleydo.org | Caleydo Visualization Framework
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