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Background: Plexiform neurofibromas (pNFs) impact ~40% of people with Neurofibromatosis Type 1 (NF1), a common neurogenetic syndrome resulting in tumors throughout the nervous system. pNF may cause disfigurement, neurologic
morbidity and malignant transformation to sarcoma. As there are no standard therapies for these tumors, there is an urgent need for new therapeutic agents. This work seeks to characterize the genomic and transcriptomic profile of a panel

of human tumor-derived pNF cell lines to explore how genetic background interacts with drug response in NF1 pNF to inform mutation specific drug discovery.
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Diverse set of Plexiform NF cell lines Differential Expression Analysis Chemo-genetic analysis

We assessed genes differentially expressed between NF71 -/- cells and the other
cell lines using Sleuth>, the differential expression tool designed to work with To compare the behavior of M
Kallisto transcript quantities. ul

To compare the effect of NF1 loss in culture, we collected data from a panel of
human cell lines including NF1 WT Schwann Cells (indicated in red below), _
non-tumor nerve from NF1 patients (indicated in green below) and plexiform drugs across cell lines of W CoLiris ”
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