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GlioTeX project

Background: Glioblastoma - the most common and lethal brain tumor

Goal: Genomically characterized Glioblastoma patient derived cell line
library (PDCL, n=41)

Test novel therapeutics in genomic context —in vitro and in vivo

10 pairs: parental tumor - cell lines
Copy Number Variation (CNV)

Exome sequencing

Expression arrays

Research question:

A Do PDCL as a research model recapitulate GBM molecular landscape ?

A PDCL Maintain tumors’ genomic changes ?

A PDCL Acquire new genomic changes ?




Copy Number Variations

PDCL
TN

it

e

Pairwise agreement
A Median: 85% (range: 46% to 99%)
A Chromosome alterations: 90%
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Point Mutations
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Point mutations - landscape
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Multidimensional Scaling - All Genes
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Conclusions

A GBM-PDCL maintain major molecular features seen in parental tumors.

A  GBM-PDCL lose or acquire molecular alterations not detected in parental
tumors.

A Ourresults support the use of GBM-PDCL as relevant preclinical models of
tumors.

A Differences between PDCL and their corresponding parental tumors remain to
be investigated and may provide insights in GBM biology
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